Group 5 



• SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 1 
from Brown provisional No. 1 (60/305,026) 

Score = 523 bits (1346), Expect = 6e-146 
Identities = 262/398 (65%), Positives = 313/398 (78%), Gaps = 1/398 (0%) 

Query 371 PDLFTYNSMIVGFCSSGRWSDAEQLLQEMLERKISPDVVTYNALINAFVKEGKFFEAEEL 
P++ T+ +++ G C GR +A LL M+E + P+ +TY +++ KG A L 
Sb j ct 4 PNVVTFTTLMNGLCREGRVVEAVALLDRMVEDGLQPNQITYGTIVDGMCKMGDTVSALNL 

Query 431 YDEMLPRGI I-PNTITYSSMIDGFCKQNRLDAAEHMFYLMATKGCSPNLITFNTLIDGYC 
+M I P+ + YS++IDG K R A+++F M KG P+++T++ +I+G+C 

Sbjct 64 LRKMEELSHIKPDVVIYSAI IDGLWKDGRHTDAQNLFIEMQDKGIFPDIVTYSCMINGFC 

Query 4 90 GAKRIDDGMELLHEMTETGLVADTTTYNTLIHGFYLVGDLNAALDLLQEMISSGLCPDIV 
+ + + LL EM + D T++ LI+ GDLN+A DLLQEMISSG+CP++V 

Sbj ct 124 SSGKWSEAQRLLQEMLVRKISPDVVTFSGLINALVKEGDLNSAQDLLQEMISSGVCPNVV 

Query 550 TCDTLLDGLCDNGKLKDALEMFKVMQKSKKDLDASHPFNGVEPDVQTYNILISGLINEGK 
TC+TLLDGLCD GKLKDALEMFK MQKS D+DA+H FNGVEPDVQTYNILISGLINEGK 
Sbjct 184 TCNTLLDGLCDRGKLKDALEMFKAMQKSMMDIDATHAFNGVEPDVQTYNILISGLINEGK 

Query 610 FLEAEELYEEMPHRGIVPDTITYSSMIDGLCKQSRLDEATQMFDSMGSKSFSPNVVTFTT 
FLEAEELYEEMPHRGIVPDT+TYSSMI+GLCKQSRLDEATQMFDSMGSKSFSPN+VTF T 
Sbj Ct 244 FLEAEELYEEMPHRGIVPDTVTYSSMINGLCKQSRLDEATQMFDSMGSKSFSPNIVTFNT 

Query 67 0 LINGYCKAGRVDDGLELFCEMGRRGIVANAITYITLICGFRKVGNINGALDIFQEMISSG 
LI GYCKAG VDDGLELFCEMGRRGIVANAITYITLI GFRKVGNING+LDIFQEMISSG 
Sbj ct 304 LITGYCKAGMVDDGLELFCEMGRRGIVANAITYITLIRGFRKVGNINGSLDIFQEMISSG 

Query 730 VYPDTITIRNMLTGLWSKEELKRAVAMLEKLQMSMVYY 7 67 

VYPDTITIRNMLTGLWSKEELKRA+AMLE+LQMSMV + 
Sbjct 364 VYPDTITIRNMLTGLWSKEELKRALAMLEELQMSMVSF 401 



Score = 394 bits (1012), Expect = 3e-107 
Identities = 208/404 (51%), Positives = 265/404 (65%), Gaps = 22/404 (5%) 

Query 2 63 CRPNVVTFTTLMNGLCREGRI VEAVALLDRMMEDGLQPTQITYGTIVDGMCKKGDTVSAL 322 

C+PNVVTFTTLMNGLCREGR+VEAVALLDRM+EDGLQP QITYGTIVDGMCK GDTVSAL 
Sbjct 2 CKPNVVTFTTLMNGLCREGRVVEAVALLDRMVEDGLQPNQITYGTIVDGMCKMGDTVSAL 61 

Query 323 NLLRKMEEVSHI IPNVVIYSAI IDSLCKDGRHSDAQNLFTEMQEKGIFPDLFTYNSMIVG 382 

NLLRKMEE+SHI P+VVIYSAIID L KDGRH+DAQNLF EMQ+KGIFPD+ TY+ MI G 
Sbjct 62 NLLRKMEELSHIKPDVVIYSAI IDGLWKDGRHTDAQNLFIEMQDKGIFPDIVTYSCMING 121 

Query 383 FCSSGRWSDAEQLLQEMLERKISPDVVTYNALINAFVKEGKFFEAEELYDEMLPRGI IPN 442 

FCSSG+WS+A++LLQEML RKISPDVVT++ LINA VKEG A++L EM+ G+ PN 
Sbjct 122 FCSSGKWSEAQRLLQEMLVRKISPDVVTFSGLINALVKEGDLNSAQDLLQEMISSGVCPN 181 
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Query 443 TITYSSMI DGFCKQNRLDAAEHMFYLM ATKGCSPNLITFNTLIDGYCGA 4 91 

+T ++++DG C + +L A MF M AG P++ T+N LI G 

Sbjct 182 VVTCNTLLDGLCDRGKLKDALEMFKAMQKSMMDIDATHAFNGVEPDVQTYNILISGLINE 241 

Query 4 92 KRIDDGMELLHEMTETGLVADTTTYNTLIHGFYLVGDLNAALDLLQEMISSGLCPDIVTC 551 

+ + EL EM G+V DT TY+++I+G L+ A + MS P+IVT 

Sbjct 242 GKFLEAEELYEEMPHRGIVPDTVTYSSMINGLCKQSRLDEATQMFDSMGSKSFSPNIVTF 301 

Query 552 DTLLDGLCDNGKLKDALEMFKVMQKSKKDLDASHPFNGVEPDVQTYNILISGLINEGKFL 611 

+ TL+ G C G + D LE + F M + G+ + TY LI G G 

Sbjct 302 NTLITGYCKAGMVDDGLELFCEMGR RG IVANA I T Y I T L I RGFRKVGN I N 350 

Query 612 EAEELYEEMPHRGIVPDTITYSSMIDGLCKQSRLDEATQMFDSM 655 

+ ++++EM G+ PDTIT +M+ GL + L A M + + 
Sbjct 351 GSLDIFQEMISSGVYPDTITIRNMLTGLWSKEELKRALAMLEEL 394 



Score = 300 bits (767), Expect = 8e-79 

Identities = 166/395 (42%), Positives = 229/395 (57%), Gaps = 48/395 (12%) 



Query 
Sbjct 
Query 
Sbjct 
Query 
Sbjct 
Query 
Sbjct 
Query 
Sbjct 
Query 
Sbjct 
Query 
Sbjct 



230 PDVVTFTTLLHGLCVEDRVSEALDFFHQMFETTCRPNVVTFTTLMNGLCREGRI VEAVAL 2 8 9 

P+VVTFTTL++GLC E RV EA+ +M E +PN +T+ T+++G+C+ G V A+ L 

4 PNVVTFTTLMNGLCREGRVVEAVALLDRMVEDGLQPNQITYGTIVDGMCKMGDTVSALNL 63 

2 90 LDRMME-DGLQPTQITYGTIVDGMCKKGDTVSALNLLRKMEEVSHIIPNVVIYSAI IDSL 34 8 

L +M E ++P + Y I+DG+ KG A NL +M++ I P++V YS +1+ 

64 LRKMEELSHIKPDVVIYSAI IDGLWKDGRHTDAQNLFIEMQD-KGIFPDIVTYSCMINGF 122 

34 9 CKDGRHSDAQNLFTEMQEKGIFPDLFTYNSMIVGFCSSGRWSDAEQLLQEMLE 401 

C G+ S+AQ L EM + I PD+ T++ +1 G + A+ LLQEM+ 

123 CSSGKWSEAQRLLQEMLVRKISPDVVTFSGLINALVKEGDLNSAQDLLQEMISSGVCPNV 182 

402 RKISPDVVTYNALINAFVKEG 422 

+ PDV TYN LI+ + EG 

183 VTCNTLLDGLCDRGKLKDALEMFKAMQKSMMDIDATHAFNGVEPDVQTYNILISGLINEG 242 

423 KFFEAEELYDEMLPRGI IPNTITYSSMIDGFCKQNRLDAAEHMFYLMATKGCSPNLITFN 4 82 

KF EAEELY+EM RGI+P+T+TYSSMI+G CKQ+RLD A MF M +K SPN++TFN 

243 KFLEAEELYEEMPHRGIVPDTVTYSSMINGLCKQSRLDEATQMFDSMGSKSFSPNIVTFN 302 



TLIDGYCGAKRIDDGMELLHEMTETGLVADTTTYNTLIHGFYLVGDLNAALDLLQEMISS 54 2 
TLI GYC A +DDG+EL EM G+VA+ TY TLI GF VG++N +LD+ QEMISS 
TLITGYCKAGMVDDGLELFCEMGRRGIVANAITYITLIRGFRKVGNINGSLDIFQEMISS 3 62 



54 3 GLCPDIVTCDTLLDGLCDNGKLKDALEMFKVMQKS 
G+ PD +T +L GL +LK AL M + +Q S 
3 63 GVYPDT I T I RNMLTGLWSKEELKRALAMLEELQMS 
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Score = 216 bits (551), Expect = 8e-54 

Identities = 120/392 (30%), Positives = 214/392 (54%), Gaps = 13/392 (3%) 

Query 160 PSVVDFCKLMGVVVRMERPDLVISLYQKMERKQIRCDIYSFNILIKCFCSCSKLPFALST 219 

P+VV F LM + R R ++L +M ++ + ++ ++ C AL+ 
Sbjct 4 PNVVTFTTLMNGLCREGRVVEAVALLDRMVEDGLQPNQITYGTIVDGMCKMGDTVSALNL 63 

Query 220 FGKITKLG-LHPDVVTFTTLLHGLCVEDRVSEALDFFHQMFETTCRPNVVTFTTLMNGLC 278 

K+ +L + PDVV ++ ++ GL + R ++A + F +M + P++VT++ ++NG C 
Sbjct 64 LRKMEELSHIKPDVVIYSAI IDGLWKDGRHTDAQNLFIEMQDKGIFPDIVTYSCMINGFC 123 

Query 279 REGRIVEAVALLDRMMEDGLQPTQITYGTIVDGMCKKGDTVSALNLLRKMEEVSHI IPNV 338 

G+ EA LL M+ + P +T+ +++ + K+GD SA +LL++M S + PNV 
Sbjct 124 SSGKWSEAQRLLQEMLVRKISPDVVTFSGLINALVKEGDLNSAQDLLQEMIS-SGVCPNV 182 

Query 339 VIYSAI IDSLCKDGRHSDAQNLFTEMQE KGIFPDLFTYNSMIVGFCSSG 387 

V + + + D LC G+ DA +F MQ+ G+ PD+ TYN +1 G + G 

Sbjct 183 VTCNTLLDGLCDRGKLKDALEMFKAMQKSMMDIDATHAFNGVEPDVQTYNILISGLINEG 242 

Query 388 RWSDAEQLLQEMLERKISPDVVTYNALINAFVKEGKFFEAEELYDEMLPRGI IPNTITYS 447 

++ +AE+L +EM R I PD VTY+++IN K+ + EA +++D M + PN +T++ 
Sbjct 243 KFLEAEELYEEMPHRGIVPDTVTYSSMINGLCKQSRLDEATQMFDSMGSKSFSPNIVTFN 302 

Query 448 SMIDGFCKQNRLDAAEHMFYLMATKGCSPNLITFNTLIDGYCGAKRIDDGMELLHEMTET 507 

++I G+CK +D +F M +G N IT+ TLI G+ 1+ +++ EM + 

Sbjct 303 TLITGYCKAGMVDDGLELFCEMGRRGIVANAITYITLIRGFRKVGNINGSLDIFQEMISS 362 

Query 508 GLVADTTTYNTLIHGFYLVGDLNAALDLLQEM 539 

G+ DT T ++ G + +L AL +L+E+ 
Sbjct 363 GVYPDTITIRNMLTGLWSKEELKRALAMLEEL 394 



Score = 193 bits (491), Expect = 8e-47 

Identities = 109/371 (29%), Positives = 193/371 (52%), Gaps = 11/371 (2%) 

Query 145 DAIDLFSDMLRSRPLPSVVDFCKLMGVVVRMERPDLVISLYQKMER-KQIRCDIYSFNIL 203 

+A+ L M+ P+ + + ++ + +M ++L +KME 1+ D+ ++ + 

Sbjct 24 EAVALLDRMVEDGLQPNQITYGTIVDGMCKMGDTVSALNLLRKMEELSHIKPDVVIYSAI 83 

Query 204 IKCFCSCSKLPFALSTFGKITKLGLHPDVVTFTTLLHGLCVEDRVSEALDFFHQMFETTC 263 

I + A + F ++ G+ PD+VT++ +++G C + SEA +M 

Sbjct 84 IDGLWKDGRHTDAQNLFIEMQDKGIFPDIVTYSCMINGFCSSGKWSEAQRLLQEMLVRKI 143 

Query 2 64 RPNVVTFTTLMNGLCREGRIVEAVALLDRMMEDGLQPTQITYGTIVDGMCKKGDTVSALN 323 

P+VVTF+ L+N L +EG + A LL M+ G+ P +T T++DG+C +G AL 
Sbjct 144 SPDVVTFSGLINALVKEGDLNSAQDLLQEMISSGVCPNVVTCNTLLDGLCDRGKLKDALE 203 

Query 324 LLRKME EVSH I IPNVVIYSAIIDSLCKDGRHSDAQNLFTEMQEKGIFPDL 373 

+ + M+ + +H + P+V Y+ +1 L +G+ +A+ L+ EM +GI PD 

Sbjct 204 MFKAMQKSMMDIDATHAFNGVEPDVQTYNILISGLINEGKFLEAEELYEEMPHRGIVPDT 263 
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Query 374 FTYNSMIVGFCSSGRWSDAEQLLQEMLERKISPDVVTYNALINAFVKEGKFFEAEELYDE 433 

TY+SMI G C R +A Q+ M + SP++VT+N LI + K G + EL+ E 
Sbjct 2 64 VTYSSMINGLCKQSRLDEATQMFDSMGSKSFSPNIVTFNTLITGYCKAGMVDDGLELFCE 323 

Query 434 MLPRGI IPNTITYSSMIDGFCKQNRLDAAEHMFYLMATKGCSPNLITFNTLIDGYCGAKR 493 

M RGI+ N ITY ++I GF K ++ + +F M + G P+ IT ++ G + 
Sbjct 324 MGRRGIVANAITYITLIRGFRKVGNINGSLDIFQEMISSGVYPDTITIRNMLTGLWSKEE 383 

Query 4 94 IDDGMELLHEM 504 

+ + +L E+ 
Sbjct 384 LKRALAMLEEL 3 94 



Score = 118 bits (296), Expect = 3e-24 

Identities = 78/282 (27%), Positives = 130/282 (46%), Gaps = 12/282 (4%) 

Query 135 SGFHEIKGLEDAIDLFSDMLRSRPLPSVVDFCKLMGVVVRMERPDLVISLYQKMERKQIR 194 

+GF +A L +ML + P VV F L+ +V+ + L Q+M + 

Sbjct 120 NGFCSSGKWSEAQRLLQEMLVRKISPDVVTFSGLINALVKEGDLNSAQDLLQEMISSGVC 179 

Query 195 CDIYSFNILIKCFCSCSKLPFALSTFGKITKL GLHPDVVTFTTLLHGLC 243 

++ + N L+ C KL AL F + K G+ PDV T+ L+ GL 

Sbjct 180 PNVVTCNTLLDGLCDRGKLKDALEMFKAMQKSMMDIDATHAFNGVEPDVQTYNILISGLI 239 

Query 244 VEDRVSEALDFFHQMFETTCRPNVVTFTTLMNGLCREGRIVEAVALLDRMMEDGLQPTQI 303 

E + EA + + +M P+ VT+++++NGLC++ R+ EA + D M P + 

Sbjct 240 NEGKFLEAEELYEEMPHRGIVPDTVTYSSMINGLCKQSRLDEATQMFDSMGSKSFSPNIV 299 

Query 304 TYGTIVDGMCKKGDTVSALNLLRKMEEVSHI I PNVVI YSAI IDSLCKDGRHSDAQNLFTE 363 

T+ T++ GCKG LL+M I+N+Y+I KG++ ++F E 

Sbjct 300 TFNTLITGYCKAGMVDDGLELFCEMGRRG-IVANAITYITLIRGFRKVGNINGSLDIFQE 358 

Query 364 MQEKGIFPDLFTYNSMIVGFCSSGRWSDAEQLLQEMLERKIS 405 

M G++PD T +M+ G S A +L+E+ +S 

Sbjct 359 MISSGVYPDTITIRNMLTGLWSKEELKRALAMLEELQMSMVS 400 

• SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 2 
from Brown provisional No. 1 (60/305,026) 

o No significant similarity was found 

• SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 3 
from Brown provisional No. 1 (60/305,026) 

o No significant similarity was found 

• SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 4 
from Brown provisional No. 1 (60/305,026) 

o No significant similarity was found 
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SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 5 
from Brown provisional No. 1 (60/305,026) 

o No significant similarity was found 

SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 6 
from Brown provisional No. 1 (60/305,026) 

o No significant similarity was found 

SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 7 
from Brown provisional No. 1 (60/305,026) 

o No significant similarity was found 

SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 8 
from Brown provisional No. 1 (60/305,026) 

o No significant similarity was found 

SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 9 
from Brown provisional No. 1 (60/305,026) 

o No significant similarity was found 

SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 10 
from Brown provisional No. 1 (60/305,026) 

o No significant similarity was found 

SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 11 
from Brown provisional No. 1 (60/305,026) 

o No significant similarity was found 

SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 12 
from Brown provisional No. 1 (60/305,026) 

o No significant similarity was found 

SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 13 
from Brown provisional No. 1 (60/305,026) 

o No significant similarity was found 

SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 14 
from Brown provisional No. 1 (60/305,026) 

o No significant similarity was found 

SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 15 
from Brown provisional No. 1 (60/305,026) 

o No significant similarity was found 
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• SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 16 
from Brown provisional No. 1 (60/305,026) 

o No significant similarity was found 

• SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 17 
from Brown provisional No. 1 (60/305,026) 

o No significant similarity was found 

• SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 18 
from Brown provisional No. 1 (60/305,026) 

o No significant similarity was found 

• SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 19 
from Brown provisional No. 1 (60/305,026) 

o No significant similarity was found 

• SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 20 
from Brown provisional No. 1 (60/305,026) 

o No significant similarity was found 

• SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 21 
from Brown provisional No. 1 (60/305,026) 

o No significant similarity was found 

• SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 22 
from Brown provisional No. 1 (60/305,026) 



Score = 1180 bits (3053), Expect = 0.0 

Identities = 595/685 (86%), Positives = 629/685 (91%), Gaps = 6/685 (0%) 

Query 84 MLARVCGFKCSSSPAESAARLFCTRSIRDTLAKAS--GESCEAGFGGESLKLQSGFHEIK 141 

MLARVC F+ SSS + SAAR FCT SIR LA+ S GES EAGF GESLKL+SG +EIK 
Sbjct 1 MLARVCRFESSSSSSVSAARFFCTGSIRHALAEKSRDGESGEAGFRGESLKLRSGSYEIK 60 

Query 142 GLEDAIDLFSDMLRSRPLPSVVDFCKLMGVVVRMERPDLVISLYQKMERKQIRCDIYSFN 201 

GLEDAIDLFSDMLRSRPLPSV+DF KLMG VVRMERPDLVI S LYQKMERKQ I RC D I Y S F 
Sbjct 61 GLEDAIDLFSDMLRSRPLPSVIDFNKLMGAVVRMERPDLVISLYQKMERKQIRCDIYSFT 120 

Query 202 ILIKCFCSCSKLPFALSTFGKITKLGLHPDVVTFTTLLHGLCVEDRVSEALDFFHQMFET 261 

ILIKCFCSCSKLPFALSTFGK+TKLGLHPDVVTFTTLLHGLC++ RVSEALD FHQ+ 
Sbjct 121 ILIKCFCSCSKLPFALSTFGKLTKLGLHPDVVTFTTLLHGLCLDHRVSEALDLFHQI 177 

Query 2 62 TCRPNVVTFTTLMNGLCREGRIVEAVALLDRMMEDGLQPTQITYGTIVDGMCKKGDTVSA 321 

CRP+V+TFTTLMNGLCREGR+VEAVALLDRM+E+GLQP QITYGT VDGMCK GDTVSA 
Sbjct 17 8 -CRPDVLTFTTLMNGLCREGRVVEAVALLDRMVENGLQPDQITYGTFVDGMCKMGDTVSA 23 6 



Group 5 



Query 32 2 LNLLRKMEEVSHI IPNVVIYSAI IDSLCKDGRHSDAQNLFTEMQEKGIFPDLFTYNSMIV 

LNLLRKMEE+SHI PNVVIYSAIID LCKDGRHSD+ NLF EMQ+KGIFP++ TYN MI 
Sbjct 237 LNLLRKMEEISHIKPNVVIYSAI IDGLCKDGRHSDSHNLFIEMQDKGIFPNIVTYNCMIG 

Query 382 GFCSSGRWSDAEQLLQEMLERKISPDVVTYNALINAFVKEGKFFEAEELYDEMLPRGI IP 
GFC SGRWS A++LLQEMLERKISP+VVTYNALINAFVKEGKFFEA ELYDEMLPRGI I P 
Sbjct 2 97 GFCISGRWSAAQRLLQEMLERKISPNVVTYNALINAFVKEGKFFEAAELYDEMLPRGI IP 

Query 442 NTITYSSMIDGFCKQNRLDAAEHMFYLMATKGCSPNLITFNTLIDGYCGAKRIDDGMELL 
NTITY+SMIDGFCKQ+RLDAAE MFYLMATKGCSP++ TF TLIDGYCGAKRIDDGMELL 
Sbj ct 357 NTITYNSMIDGFCKQDRLDAAEDMFYLMATKGCSPDVFTFTTLIDGYCGAKRIDDGMELL 

Query 502 HEMTETGLVADTTTYNTLIHGFYLVGDLNAALDLLQEMISSGLCPDIVTCDTLLDGLCDN 
HEM GLVA+T TYNTLIHGF LVGDLNAALDL Q+MISSG+CPDIVTC+TLLDGLCDN 
Sbjct 417 HEMPRRGLVANTVTYNTLIHGFCLVGDLNAALDLSQQMISSGVCPDIVTCNTLLDGLCDN 

Query 5 62 GKLKDALEMFKVMQKSKKDLDASHPFNGVEPDVQTYNILISGLINEGKFLEAEELYEEMP 
GKLKDALEMFK MQKSK DLDASHPFNGVEPDV TYNILI GLINEGKFLEAEELYEEMP 
Sbj ct 477 GKLKDALEMFKAMQKSKMDLDASHPFNGVEPDVLTYNILICGLINEGKFLEAEELYEEMP 

Query 62 2 HRGIVPDTITYSSMIDGLCKQSRLDEATQMFDSMGSKSFSPNVVTFTTLINGYCKAGRVD 
HRGIVPDTITYSSMIDGLCKQSRLDEATQMF SMGSKSFSPNVVTF TLINGYCKAGRVD 
Sbj Ct 537 HRGIVPDTITYSSMIDGLCKQSRLDEATQMFVSMGSKSFSPNVVTFNTLINGYCKAGRVD 

Query 682 DGLELFCEMGRRGIVANAITYITLICGFRKVGNINGALDIFQEMISSGVYPDTITIRNML 
DGLELFCEMGRRGIVA+AI YITLI GFRKVGNINGALDIFQEMISSGVYPDTITIRNML 
Sbjct 597 DGLELFCEMGRRGIVADAIIYITLIYGFRKVGNINGALDIFQEMISSGVYPDTITIRNML 

Query 742 TGLWSKEELKRAVAMLEKLQMSMVY 7 66 

TG WSKEEL+RAVAMLE LQMS+ Y 
Sbjct 657 TGFWSKEELERAVAMLEDLQMSVGY 681 

• SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 23 
from Brown provisional No. 1 (60/305,026) 

o No significant similarity was found 

• SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 24 
from Brown provisional No. 1 (60/305,026) 



Score = 1624 bits (4206), Expect = 0.0 
Identities = 804/804 (100%), Positives = 804/804 (100%), Gaps = 0/804 (0%) 



Query 


1 


MEAPNYPIFFGLNLGVPLEGGRSGTYSGFGSSLFGFRIFGVKDFSPIRLFLNYGSGSVRI 


60 






MEAPNYPIFFGLNLGVPLEGGRSGTYSGFGSSLFGFRIFGVKDFSPIRLFLNYGSGSVRI 




Sbjct 


1 


MEAPNYPIFFGLNLGVPLEGGRSGTYSGFGSSLFGFRIFGVKDFSPIRLFLNYGSGSVRI 


60 


Query 


61 


LADSSRVFFRDRRRTKFRRNKNKMLARVCGFKCSSSPAESAARLFCTRSIRDTLAKASGE 


120 






LADSSRVFFRDRRRTKFRRNKNKMLARVCGFKCSSSPAESAARLFCTRSIRDTLAKASGE 




Sbjct 


61 


LADSSRVFFRDRRRTKFRRNKNKMLARVCGFKCSSSPAESAARLFCTRSIRDTLAKASGE 
7 


120 
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296 
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356 
501 
416 
561 
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Query 121 SCEAGFGGESLKLQSGFHEIKGLEDAIDLFSDMLRSRPLPSVVDFCKLMGVVVRMERPDL 180 

SCEAGFGGESLKLQSGFHEIKGLEDAIDLFSDMLRSRPLPSVVDFCKLMGVVVRMERPDL 
Sbjct 121 SCEAGFGGESLKLQSGFHEIKGLEDAIDLFSDMLRSRPLPSVVDFCKLMGVVVRMERPDL 180 

Query 181 VISLYQKMERKQIRCDIYSFNILIKCFCSCSKLPFALSTFGKITKLGLHPDVVTFTTLLH 240 

VISLYQKMERKQIRCDIYSFNILIKCFCSCSKLPFALSTFGKITKLGLHPDVVTFTTLLH 
Sbjct 181 VISLYQKMERKQIRCDIYSFNILIKCFCSCSKLPFALSTFGKITKLGLHPDVVTFTTLLH 240 

Query 241 GLCVEDRVSEALDFFHQMFETTCRPNVVTFTTLMNGLCREGRIVEAVALLDRMMEDGLQP 30 0 

GLCVEDRVSEALDFFHQMFETTCRPNVVTFTTLMNGLCREGRIVEAVALLDRMMEDGLQP 
Sbjct 241 GLCVEDRVSEALDFFHQMFETTCRPNVVTFTTLMNGLCREGRIVEAVALLDRMMEDGLQP 30 0 

Query 301 TQITYGTIVDGMCKKGDTVSALNLLRKMEEVSHIIPNVVIYSAI IDSLCKDGRHSDAQNL 360 

TQITYGTIVDGMCKKGDTVSALNLLRKMEEVSHIIPNVVIYSAI IDSLCKDGRHSDAQNL 
Sbjct 301 TQ I TYGT I VDGMCKKGDTVSALNLLRKMEEVSHI I PNVVIYSAI IDSLCKDGRHSDAQNL 360 

Query 361 FTEMQEKGIFPDLFTYNSMIVGFCSSGRWSDAEQLLQEMLERKISPDVVTYNALINAFVK 420 

FTEMQEKGIFPDLFTYNSMIVGFCSSGRWSDAEQLLQEMLERKISPDVVTYNALINAFVK 
Sbjct 361 FTEMQEKGIFPDLFTYNSMIVGFCSSGRWSDAEQLLQEMLERKISPDVVTYNALINAFVK 420 

Query 421 EGKFFEAEELYDEMLPRGIIPNTITYSSMIDGFCKQNRLDAAEHMFYLMATKGCSPNLIT 480 

EGKFFEAEELYDEMLPRGIIPNTITYSSMIDGFCKQNRLDAAEHMFYLMATKGCSPNLIT 
Sbjct 421 EGKFFEAEELYDEMLPRGI I PNT I TYS SMI DGFCKQNRLDAAEHMFYLMATKGCS PNL I T 480 

Query 481 FNTLIDGYCGAKRIDDGMELLHEMTETGLVADTTTYNTLIHGFYLVGDLNAALDLLQEMI 54 0 

FNTLIDGYCGAKRIDDGMELLHEMTETGLVADTTTYNTLIHGFYLVGDLNAALDLLQEMI 
Sbjct 481 FNTLIDGYCGAKRIDDGMELLHEMTETGLVADTTTYNTLIHGFYLVGDLNAALDLLQEMI 54 0 

Query 541 SSGLCPDIVTCDTLLDGLCDNGKLKDALEMFKVMQKSKKDLDASHPFNGVEPDVQTYNIL 600 

SSGLCPDIVTCDTLLDGLCDNGKLKDALEMFKVMQKSKKDLDASHPFNGVEPDVQTYNIL 
Sbjct 541 SSGLCPDIVTCDTLLDGLCDNGKLKDALEMFKVMQKSKKDLDASHPFNGVEPDVQTYNIL 600 

Query 601 ISGLINEGKFLEAEELYEEMPHRGIVPDTITYSSMIDGLCKQSRLDEATQMFDSMGSKSF 660 

ISGLINEGKFLEAEELYEEMPHRGIVPDTITYSSMIDGLCKQSRLDEATQMFDSMGSKSF 
Sbjct 601 ISGLINEGKFLEAEELYEEMPHRGIVPDTITYSSMIDGLCKQSRLDEATQMFDSMGSKSF 660 

Query 661 SPNVVTFTTLINGYCKAGRVDDGLELFCEMGRRGIVANAITYITLICGFRKVGNINGALD 720 

SPNVVTFTTLINGYCKAGRVDDGLELFCEMGRRGIVANAITYITLICGFRKVGNINGALD 
Sbjct 661 SPNVVTFTTLINGYCKAGRVDDGLELFCEMGRRGIVANAITYITLICGFRKVGNINGALD 720 

Query 721 IFQEMISSGVYPDTITIRNMLTGLWSKEELKRAVAMLEKLQMSMVYYWSELKRHTFQKIS 780 

IFQEMISSGVYPDTITIRNMLTGLWSKEELKRAVAMLEKLQMSMVYYWSELKRHTFQKIS 
Sbjct 721 IFQEMISSGVYPDTITIRNMLTGLWSKEELKRAVAMLEKLQMSMVYYWSELKRHTFQKIS 780 

Query 781 GVKRCLGVCPFCSCHHGYRQARSS 804 

GVKRCLGVCPFCSCHHGYRQARSS 
Sbjct 781 GVKRCLGVCPFCSCHHGYRQARSS 804 



• SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 25 
from Brown provisional No. 1 (60/305,026) 



Group 5 



Score = 975 bits (2521), Expect = 0.0 
Identities = 511/690 (74%), Positives = 569/690 (82%), Gaps = 48/690 (6%) 

Query 84 MLARVCGFKCSSSPAESAARLFCTRSIRDTLAKASGESCEAGFGGESLKLQSGFHEIKGL 143 

MLARV SSSPA SAARLFCTRSIR LAK S + E+GFGGESLKL+SGFHEIKGL 

Sbjct 1 MLARVYRSGSSSSPAVSAARLFCTRSIRHALAKKSRDG-ESGFGGESLKLRSGFHEIKGL 5 9 

Query 144 EDAIDLFSDMLRSRPLPSVVDFCKLMGVVVRMERPDLVISLYQKMERKQIRCDIYSFNIL 203 

EDAIDLF DM+RSRPLPSV+DFCKLMGVVVRM R D+VISL++KME +++ C+ YSF IL 
Sbjct 60 EDAIDLFGDMVRSRPLPSVIDFCKLMGVVVRMGRLDVVISLHRKMEMRRVPCNAYSFTIL 119 

Query 204 IKCFCSCSKLPFALSTFGKITKLGLHPDVVTFTTLLHGLCVEDRVSEALDFFHQMFETTC 263 

+KCFCSCSKLPFALSTFGKITKLG FH 
Sbjct 120 MKCFCSCSKLPFALSTFGKITKLG FH 145 

Query 2 64 RPNVVTFTTLMNGLCREGRIVEAVALLDRMMEDGLQPTQITYGTIVDGMCKKGDTVSALN 323 

P VVTF+TL++GLC E RI EA+ L +M + P +T+ T+++G+C++G V A+ 
Sbjct 146 -PTVVTFSTLLHGLCVEDRISEALDLFHQMCK PNVVTFTTLMNGLCREGRVVEAVA 200 

Query 324 LLRKMEEVSHI IPNVVTYSAI IDSLCKDGRHSDAQNLFTEMQEKG-IFPDLFTY N 377 

LL +M E + PN + Y I+D +CK G A NL +M+E I P++ + 
Sbjct 201 LLDRMLE-DGLQPNQITYGTIVDGMCKMGDTVSALNLLRKMEEVSHIKPNVVIWPLERRT 25 9 

Query 378 SMIVGFCSSGRWSDAEQLLQEMLERK-ISPDVVTYNALINAFVKEGKFFEAEELYDEMLP 436 

MI GFCSSGRWS+A+QLLQEMLERK ISPDVVTYNALINAFVKEGKFFEAEELYDEMLP 
Sbjct 2 60 CMINGFCSSGRWSEAQQLLQEMLERKKISPDVVTYNALINAFVKEGKFFEAEELYDEMLP 319 

Query 437 RGI IPNTITYSSMIDGFCKQNRLDAAEHMFYLMATKGCSPNLITFNTLIDGYCGAKRIDD 496 

RGIIP+TITYSSMIDGFCKQNRLDAAEHMFYLMATKGCSP++ITFNTLI GYC AKR+DD 
Sbjct 320 RGI IPSTITYSSMIDGFCKQNRLDAAEHMFYLMATKGCSPDI ITFNTLIAGYCRAKRVDD 379 

Query 497 GMELLHEMTETGLVADTTTYNTLIHGFYLVGDLNAALDLLQEMISSGLCPDIVTCDTLLD 556 

G++LLHEMTE GLVA+T TY TLIHGF VGBLNAA DLLQEM+SSG+CP++VTC+TLLD 
Sbjct 380 GIKLLHEMTEAGLVANTITYTTLIHGFCQVGDLNAAQDLLQEMVSSGVCPNVVTCNTLLD 439 

Query 557 GLCDNGKLKDALEMFKVMQKSKKDLDASHPFNGVEPDVQTYNILISGLINEGKFLEAEEL 616 

GLCDNGKLKDALEMFK MQKSK D+DASHPFNGVEPDVQTYNILI SGLINEGKFLEAEEL 
Sbjct 440 GLCDNGKLKDALEMFKAMQKSKMDIDASHPFNGVEPDVQTYNI LI SGLINEGKFLEAEEL 499 

Query 617 YEEMPHRGIVPDTITYSSMIDGLCKQSRLDEATQMFDSMGSKSFSPNVVTFTTLINGYCK 67 6 

YEEMPHRGIVPDTITY+S+I GLCKQSRLDEATQMFDSMGSKSFSPNVVTFTTLINGYCK 
Sbjct 500 YEEMPHRGIVPDTITYNSVIHGLCKQSRLDEATQMFDSMGSKSFSPNVVTFTTLINGYCK 559 

Query 677 AGRVDDGLELFCEMGRRGI VANAITYITLICGFRKVGNINGALDIFQEMISSGVYPDTIT 736 

AGRVDDGLELFCEMGRRGIVANAITYITLI GFRKVGNINGALDIFQEM++SGVYPDTIT 
Sbjct 560 AGRVDDGLELFCEMGRRGI VANAITYITLIHGFRKVGNINGALDIFQEMMASGVYPDT IT 619 

Query 737 IRNMLTGLWSKEELKRAVAMLEKLQMSMVY 766 

IRNMLTGLWSKEELKRAVAMLE LQMS+ Y 
Sbjct 62 0 IRNMLTGLWSKEELKRAVAMLEDLQMSVGY 64 9 
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Group 5 

SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 26 
from Brown provisional No. 1 (60/305,026) 

o No significant similarity was found 

SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 27 
from Brown provisional No. 1 (60/305,026) 

o No significant similarity was found 

SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 28 
from Brown provisional No. 1 (60/305,026) 

o No significant similarity was found 

SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 29 
from Brown provisional No. 1 (60/305,026) 

o No significant similarity was found 

SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 30 
from Brown provisional No. 1 (60/305,026) 

o No significant similarity was found 

SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 31 
from Brown provisional No. 1 (60/305,026) 

o No significant similarity was found 

SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 32 
from Brown provisional No. 1 (60/305,026) 

o No significant similarity was found 

SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 33 
from Brown provisional No. 1 (60/305,026) 

o No significant similarity was found 

SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 34 
from Brown provisional No. 1 (60/305,026) 

o No significant similarity was found 

SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 35 
from Brown provisional No. 1 (60/305,026) 

o No significant similarity was found 

SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 36 
from Brown provisional No. 1 (60/305,026) 

o No significant similarity was found 
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Group 5 



• SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 37 
from Brown provisional No. 1 (60/305,026) 

o No significant similarity was found 

• SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 38 
from Brown provisional No. 1 (60/305,026) 

o No significant similarity was found 

• SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 39 
from Brown provisional No. 1 (60/305,026) 

o No significant similarity was found 

• SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 40 
from Brown provisional No. 1 (60/305,026) 

o No significant similarity was found 

• SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 41 
from Brown provisional No. 1 (60/305,026) 

o No significant similarity was found 

• SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against SEQ 4 from 
Brown provisional No. 2 (60/305,363) 



Score 


= 118 


0 bits (3053) , Expect =0.0 




Identities 


= 595/685 (86%), Positives = 629/685 (91%), Gaps = 6/685 (0%) 




Query 


84 


MLARVCGFKCSSSPAESAARLFCTRSIRDTLAKAS--GESCEAGFGGESLKLQSGFHEIK 


141 






MLARVC F+ SSS + SAAR FCT SIR LA+ S GES EAGF GESLKL+SG +EIK 




Sbjct 


1 


MLARVCRFESSSSSSVSAARFFCTGSIRHALAEKSRDGESGEAGFRGESLKLRSGSYEIK 


60 


Query 


142 


GLEDAIDLFSDMLRSRPLPSVVDFCKLMGVVVRMERPDLVISLYQKMERKQIRCDIYSFN 


201 






GLEDAIDLFSDMLRSRPLPSV+DF KLMG VVRMERPDLVI SLYQKMERKQIRCDI YSF 




Sbjct 


61 


GLEDAIDLFSDMLRSRPLPSVIDFNKLMGAVVRMERPDLVISLYQKMERKQIRCDIYSFT 


120 


Query 


202 


ILIKCFCSCSKLPFALSTFGKITKLGLHPDVVTFTTLLHGLCVEDRVSEALDFFHQMFET 


261 






ILIKCFCSCSKLPFALSTFGK+TKLGLHPDVVTFTTLLHGLC++ RVSEALD FHQ+ 




Sbjct 


121 


ILIKCFCSCSKLPFALSTFGKLTKLGLHPDVVTFTTLLHGLCLDHRVSEALDLFHQI 


177 


Query 


262 


TCRPNVVTFTTLMNGLCREGRIVEAVALLDRMMEDGLQPTQITYGTIVDGMCKKGDTVSA 


321 






CRP+V+TFTTLMNGLCREGR+VEAVALLDRM+E+GLQP QITYGT VDGMCK GDTVSA 




Sbjct 


178 


-CRPDVLTFTTLMNGLCREGRVVEAVALLDRMVENGLQPDQITYGTFVDGMCKMGDTVSA 


236 


Query 


322 


LNLLRKMEEVSHI IPNVVIYSAI IDSLCKDGRHSDAQNLFTEMQEKGIFPDLFTYNSMIV 


381 






LNLLRKMEE+SHI PNVVIYSAIID LCKDGRHSD+ NLF EMQ+KGIFP++ TYN MI 




Sbjct 


237 


LNLLRKMEEISHIKPNVVIYSAI IDGLCKDGRHSDSHNLFIEMQDKGIFPNIVTYNCMIG 


296 
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Group 5 



Query 382 GFCSSGRWSDAEQLLQEMLERKISPDVVTYNALINAFVKEGKFFEAEELYDEMLPRGI IP 
GFC SGRWS A++LLQEMLERKISP+VVTYNALINAFVKEGKFFEA ELYDEMLPRGI I P 
Sbjct 2 97 GFCISGRWSAAQRLLQEMLERKISPNVVTYNALINAFVKEGKFFEAAELYDEMLPRGI IP 

Query 442 NTITYSSMIDGFCKQNRLDAAEHMFYLMATKGCSPNLITFNTLIDGYCGAKRIDDGMELL 
NTITY+SMIDGFCKQ+RLDAAE MFYLMATKGCSP++ TF TLIDGYCGAKRIDDGMELL 
Sbj ct 357 NTITYNSMIDGFCKQDRLDAAEDMFYLMATKGCSPDVFTFTTLIDGYCGAKRIDDGMELL 

Query 502 HEMTETGLVADTTTYNTLIHGFYLVGDLNAALDLLQEMISSGLCPDIVTCDTLLDGLCDN 
HEM GLVA+T TYNTLIHGF LVGDLNAALDL Q+MISSG+CPDIVTC+TLLDGLCDN 
Sbjct 417 HEMPRRGLVANTVTYNTLIHGFCLVGDLNAALDLSQQMISSGVCPDIVTCNTLLDGLCDN 

Query 5 62 GKLKDALEMFKVMQKSKKDLDASHPFNGVEPDVQTYNILISGLINEGKFLEAEELYEEMP 
GKLKDALEMFK MQKSK DLDASHPFNGVEPDV TYNILI GLINEGKFLEAEELYEEMP 
Sbj ct 477 GKLKDALEMFKAMQKSKMDLDASHPFNGVEPDVLTYNILICGLINEGKFLEAEELYEEMP 

Query 62 2 HRGIVPDTITYSSMIDGLCKQSRLDEATQMFDSMGSKSFSPNVVTFTTLINGYCKAGRVD 
HRGIVPDTITYSSMIDGLCKQSRLDEATQMF SMGSKSFSPNVVTF TLINGYCKAGRVD 
Sbj ct 537 HRGIVPDTITYSSMIDGLCKQSRLDEATQMFVSMGSKSFSPNVVTFNTLINGYCKAGRVD 

Query 682 DGLELFCEMGRRGIVANAITYITLICGFRKVGNINGALDIFQEMISSGVYPDTITIRNML 
DGLELFCEMGRRGIVA+AI YITLI GFRKVGNINGALDI FQEMI S S GVYPDT I T I RNML 
Sbjct 5 97 DGLELFCEMGRRGIVADAI IYITLIYGFRKVGNINGALDIFQEMISSGVYPDTITIRNML 

Query 742 T GLWS KEE LKRAVAMLEKLQMSMVY 7 66 

TG WSKEEL+RAVAMLE LQMS+ Y 
Sbjct 657 TGFWSKEELERAVAMLEDLQMSVGY 681 

• SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against SEQ 5 from 
Brown provisional No. 2 (60/305,363) 

Score = 1624 bits (4206), Expect = 0.0 
Identities = 804/804 (100%), Positives = 804/804 (100%), Gaps = 0/804 (0%) 

Query 1 MEAPNYPIFFGLNLGVPLEGGRSGTYSGFGSSLFGFRIFGVKDFSPIRLFLNYGSGS VRI 60 

MEAPNYPIFFGLNLGVPLEGGRSGTYSGFGSSLFGFRIFGVKDFSPIRLFLNYGSGS VRI 
Sbjct 1 MEAPNYPIFFGLNLGVPLEGGRSGTYSGFGSSLFGFRIFGVKDFSPIRLFLNYGSGS VRI 60 

Query 61 LADSSRVFFRDRRRTKFRRNKNKMLARVCGFKCSSSPAESAARLFCTRSIRDTLAKASGE 120 

LADSSRVFFRDRRRTKFRRNKNKMLARVCGFKCSSSPAESAARLFCTRSIRDTLAKASGE 
Sbjct 61 LADSSRVFFRDRRRTKFRRNKNKMLARVCGFKCSSSPAESAARLFCTRSIRDTLAKASGE 120 

Query 121 SCEAGFGGESLKLQSGFHEIKGLEDAIDLFSDMLRSRPLPS VVDFCKLMGV V VRMERPDL 180 

SCEAGFGGESLKLQSGFHEIKGLEDAIDLFSDMLRSRPLPSVVDFCKLMGVVVRMERPDL 
Sbjct 121 SCEAGFGGESLKLQSGFHEIKGLEDAIDLFSDMLRSRPLPSVVDFCKLMGVVVRMERPDL 180 

Query 181 VISLYQKMERKQIRCDIYSFNILIKCFCSCSKLPFALSTFGKITKLGLHPDVVTFTTLLH 240 

VISLYQKMERKQIRCDIYSFNILIKCFCSCSKLPFALSTFGKITKLGLHPDVVTFTTLLH 
Sbjct 181 VISLYQKMERKQIRCDIYSFNILIKCFCSCSKLPFALSTFGKITKLGLHPDVVTFTTLLH 240 



441 
356 
501 
416 
561 
476 
621 
536 
681 
596 
741 
656 
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Group 5 



Query 241 GLCVEDRVSEALDFFHQMFETTCRPNVVTFTTLMNGLCREGRIVEAVALLDRMMEDGLQP 30 0 

GLCVEDRVSEALDFFHQMFETTCRPNVVTFTTLMNGLCREGRIVEAVALLDRMMEDGLQP 
Sbjct 241 GLCVEDRVSEALDFFHQMFETTCRPNVVTFTTLMNGLCREGRIVEAVALLDRMMEDGLQP 30 0 

Query 301 TQITYGTIVDGMCKKGDTVSALNLLRKMEEVSHIIPNVVIYSAIIDSLCKDGRHSDAQNL 360 

TQITYGTIVDGMCKKGDTVSALNLLRKMEEVSHIIPNVVIYSAI IDSLCKDGRHSDAQNL 
Sbjct 301 TQ I TYGT I VDGMCKKGDTVSALNLLRKMEEVSHI I PNVVIYSAI IDSLCKDGRHSDAQNL 360 

Query 361 FTEMQEKGIFPDLFTYNSMIVGFCSSGRWSDAEQLLQEMLERKISPDVVTYNALINAFVK 420 

FTEMQEKGIFPDLFTYNSMIVGFCSSGRWSDAEQLLQEMLERKISPDVVTYNALINAFVK 
Sbjct 361 FTEMQEKGIFPDLFTYNSMIVGFCSSGRWSDAEQLLQEMLERKISPDVVTYNALINAFVK 420 

Query 421 EGKFFEAEELYDEMLPRGI IPNTITYSSMIDGFCKQNRLDAAEHMFYLMATKGCSPNLIT 480 

EGKFFEAEELYDEMLPRGI IPNTITYSSMIDGFCKQNRLDAAEHMFYLMATKGCSPNLIT 
Sbjct 421 EGKFFEAEELYDEMLPRGI I PNT I TYS SMI DGFCKQNRLDAAEHMFYLMATKGCSPNL IT 480 

Query 481 FNTLIDGYCGAKRIDDGMELLHEMTETGLVADTTTYNTLIHGFYLVGDLNAALDLLQEMI 54 0 

FNTLIDGYCGAKRIDDGMELLHEMTETGLVADTTTYNTLIHGFYLVGDLNAALDLLQEMI 
Sbjct 481 FNTLIDGYCGAKRIDDGMELLHEMTETGLVADTTTYNTLIHGFYLVGDLNAALDLLQEMI 54 0 

Query 541 SSGLCPDIVTCDTLLDGLCDNGKLKDALEMFKVMQKSKKDLDASHPFNGVEPDVQTYNIL 600 

SSGLCPDIVTCDTLLDGLCDNGKLKDALEMFKVMQKSKKDLDASHPFNGVEPDVQTYNIL 
Sbjct 541 SSGLCPDIVTCDTLLDGLCDNGKLKDALEMFKVMQKSKKDLDASHPFNGVEPDVQTYNIL 600 

Query 601 ISGLINEGKFLEAEELYEEMPHRGIVPDTITYSSMIDGLCKQSRLDEATQMFDSMGSKSF 6 60 

ISGLINEGKFLEAEELYEEMPHRGIVPDTITYSSMIDGLCKQSRLDEATQMFDSMGSKSF 
Sbjct 601 ISGLINEGKFLEAEELYEEMPHRGIVPDTITYSSMIDGLCKQSRLDEATQMFDSMGSKSF 6 60 

Query 661 SPNVVTFTTLINGYCKAGRVDDGLELFCEMGRRGIVANAITYITLICGFRKVGNINGALD 720 

SPNVVTFTTLINGYCKAGRVDDGLELFCEMGRRGIVANAITYITLICGFRKVGNINGALD 
Sbjct 661 SPNVVTFTTLINGYCKAGRVDDGLELFCEMGRRGIVANAITYITLICGFRKVGNINGALD 720 

Query 721 IFQEMISSGVYPDTITIRNMLTGLWSKEELKRAVAMLEKLQMSMVYYWSELKRHTFQKIS 780 

IFQEMISSGVYPDTITIRNMLTGLWSKEELKRAVAMLEKLQMSMVYYWSELKRHTFQKIS 
Sbjct 721 IFQEMISSGVYPDTITIRNMLTGLWSKEELKRAVAMLEKLQMSMVYYWSELKRHTFQKIS 780 

Query 781 GVKRCLGVCPFCSCHHGYRQARSS 8 04 

GVKRCLGVCPFCSCHHGYRQARSS 
Sbjct 781 GVKRCLGVCPFCSCHHGYRQARSS 804 

• SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against SEQ 6 from 
Brown provisional No. 2 (60/305,363) 

Score = 975 bits (2521), Expect = 0.0 
Identities = 511/690 (74%), Positives = 569/690 (82%), Gaps = 48/690 (6%) 

Query 84 MLARVCGFKCSSSPAESAARLFCTRSIRDTLAKASGESCEAGFGGESLKLQSGFHEIKGL 143 

MLARV SSSPA SAARLFCTRSIR LAK S + E+GFGGESLKL+SGFHEIKGL 

Sbjct 1 MLARVYRSGSSSSPAVSAARLFCTRSIRHALAKKSRDG-ESGFGGESLKLRSGFHEIKGL 5 9 
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Group 5 



Query 144 EDAIDLFSDMLRSRPLPSVVDFCKLMGVVVRMERPDLVISLYQKMERKQIRCDIYSFNIL 203 

EDAIDLF DM+RSRPLPSV+DFCKLMGVVVRM R D+VISL++KME +++ C+ YSF IL 
Sbjct 60 EDAIDLFGDMVRSRPLPSVIDFCKLMGVVVRMGRLDVVISLHRKMEMRRVPCNAYSFTIL 119 

Query 204 IKCFCSCSKLPFALSTFGKITKLGLHPDVVTFTTLLHGLCVEDRVSEALDFFHQMFETTC 263 

+KCFCSCSKLPFALSTFGKITKLG FH 
Sbjct 120 MKCFCSCSKLPFALSTFGKITKLG FH 145 

Query 2 64 RPNVVTFTTLMNGLCREGRIVEAVALLDRMMEDGLQPTQITYGTIVDGMCKKGDTVSALN 323 

P VVTF+TL++GLC E RI EA+ L +M + P +T+ T+++G+C++G V A+ 
Sbjct 146 -PTVVTFSTLLHGLCVEDRISEALDLFHQMCK PNVVTFTTLMNGLCREGRVVEAVA 200 

Query 324 LLRKMEEVSHI IPNVVIYSAI IDSLCKDGRHSDAQNLFTEMQEKG-IFPDLFTY N 377 

LL +M E + PN + Y I+D +CK G A NL +M+E I P++ + 
Sbjct 201 LLDRMLE-DGLQPNQITYGTIVDGMCKMGDTVSALNLLRKMEEVSHIKPNVVIWPLERRT 259 

Query 378 SMIVGFCSSGRWSDAEQLLQEMLERK-ISPDVVTYNALINAFVKEGKFFEAEELYDEMLP 436 

MI GFCSSGRWS+A+QLLQEMLERK ISPDVVTYNALINAFVKEGKFFEAEELYDEMLP 
Sbjct 2 60 CMINGFCSSGRWSEAQQLLQEMLERKKISPDVVTYNALINAFVKEGKFFEAEELYDEMLP 319 

Query 437 RGI IPNTITYSSMIDGFCKQNRLDAAEHMFYLMATKGCSPNLITFNTLIDGYCGAKRIDD 496 

RGI IP+TITYSSMIDGFCKQNRLDAAEHMFYLMATKGCSP++ITFNTLI GYC AKR+DD 
Sbjct 320 RGI IPSTITYSSMIDGFCKQNRLDAAEHMFYLMATKGCSPDIITFNTLIAGYCRAKRVDD 379 

Query 4 97 GMELLHEMTETGLVADTTTYNTLIHGFYLVGDLNAALDLLQEMISSGLCPDIVTCDTLLD 55 6 

G++LLHEMTE GLVA+T TY TLIHGF VGDLNAA DLLQEM+SSG+CP++VTC+TLLD 
Sbjct 38 0 GIKLLHEMTEAGLVANTITYTTLIHGFCQVGDLNAAQDLLQEMVSSGVCPNVVTCNTLLD 43 9 

Query 557 GLCDNGKLKDALEMFKVMQKSKKDLDASHPFNGVEPDVQTYNILISGLINEGKFLEAEEL 616 

GLCDNGKLKDALEMFK MQKSK D+DASHPFNGVEPDVQTYNILISGLINEGKFLEAEEL 
Sbjct 440 GLCDNGKLKDALEMFKAMQKSKMDIDASHPFNGVEPDVQTYNILISGLINEGKFLEAEEL 499 

Query 617 YEEMPHRGIVPDTITYSSMIDGLCKQSRLDEATQMFDSMGSKSFSPNVVTFTTLINGYCK 67 6 

YEEMPHRGIVPDTITY+S+I GLCKQSRLDEATQMFDSMGSKSFSPNVVTFTTLINGYCK 
Sbjct 500 YEEMPHRGIVPDTITYNSVIHGLCKQSRLDEATQMFDSMGSKSFSPNVVTFTTLINGYCK 559 

Query 677 AGRVDDGLELFCEMGRRGIVANAITYITLICGFRKVGNINGALDIFQEMISSGVYPDTIT 736 

AGRVDDGLELFCEMGRRGIVANAITYITLI GFRKVGNINGALDIFQEM++SGVYPDTIT 
Sbjct 560 AGRVDDGLELFCEMGRRGIVANAITYITLIHGFRKVGNINGALDIFQEMMASGVYPDTIT 619 

Query 737 IRNMLTGLWSKEELKRAVAMLEKLQMSMVY 766 

IRNMLTGLWSKEELKRAVAMLE LQMS+ Y 
Sbjct 62 0 IRNMLTGLWSKEELKRAVAMLEDLQMSVGY 64 9 

• SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 1 
from Brown provisional No. 3 (60/308,736) 

Score = 523 bits (1346), Expect = 6e-146 
Identities = 262/398 (65%), Positives = 313/398 (78%), Gaps = 1/398 (0%) 
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Query 371 

Sbjct 4 

Query 431 

Sbjct 64 

Query 490 

Sbjct 124 

Query 550 

Sbjct 184 

Query 610 

Sbjct 244 

Query 670 

Sbjct 304 

Query 730 

Sbjct 364 



PDLFTYNSMIVGFCSSGRWSDAEQLLQEMLERKISPDVVTYNALINAFVKEGKFFEAEEL 430 
P++ T+ + + + G C GR +A LL M+E + P+ +TY +++ KG A L 

PNVVTFTTLMNGLCREGRVVEAVALLDRMVEDGLQPNQITYGTIVDGMCKMGDTVSALNL 63 

YDEMLPRGI I-PNTITYSSMIDGFCKQNRLDAAEHMFYLMATKGCSPNLITFNTLIDGYC 48 9 

+M I P+ + YS++IDG K R A+++F M KG P+++T++ +I+G+C 

LRKMEELSHIKPDVVIYSAIIDGLWKDGRHTDAQNLFIEMQDKGIFPDIVTYSCMINGFC 123 

GAKRIDDGMELLHEMTETGLVADTTTYNTLIHGFYLVGDLNAALDLLQEMISSGLCPDIV 54 9 

+ + + LL EM + D T++ LI+ GDLN+A DLLQEMISSG+CP++V 

SSGKWSEAQRLLQEMLVRKISPDVVTFSGLINALVKEGDLNSAQDLLQEMISSGVCPNVV 183 

TCDTLLDGLCDNGKLKDALEMFKVMQKSKKDLDASHPFNGVEPDVQTYNILISGLINEGK 60 9 
TC+TLLDGLCD GKLKDALEMFK MQKS D+DA+H FNGVEPDVQTYNILISGLINEGK 

TCNTLLDGLCDRGKLKDALEMFKAMQKSMMDIDATHAFNGVEPDVQTYNILISGLINEGK 243 

FLEAEELYEEMPHRGIVPDTITYSSMIDGLCKQSRLDEATQMFDSMGSKSFSPNVVTFTT 669 
FLEAEELYEEMPHRGIVPDT+TYSSMI+GLCKQSRLDEATQMFDSMGSKSFSPN+VTF T 

FLEAEELYEEMPHRGIVPDTVTYSSMINGLCKQSRLDEATQMFDSMGSKSFSPNIVTFNT 303 



LINGYCKAGRVDDGLELFCEMGRRGIVANAIT 
LI GYCKAG VDDGLELFCEMGRRGIVANAIT 
LITGYCKAGMVDDGLELFCEMGRRGIVANAIT 



FRKVGNINGALDIFQEMISSG 72 9 
FRKVGNING+LDIFQEMISSG 
FRKVGNINGSLDIFQEMISSG 363 



VYPDTITIRNMLTGLWSKEELKRAVAMLEKLQMSMVYY 7 67 
VYPDT I T I RNMLTGLWSKEELKRA+AMLE+LQMSMV + 
VYPDTITIRNMLTGLWSKEELKRALAMLEELQMSMVSF 401 



Score = 394 bits (1012), Expect = 3e-107 

Identities = 208/404 (51%), Positives = 265/404 (65%), Gaps = 22/404 (5%) 

Query 2 63 CRPNVVTFTTLMNGLCREGRIVEAVALLDRMMEDGLQPTQITYGTIVDGMCKKGDTVSAL 322 

C+PNVVTFTTLMNGLCREGR+VEAVALLDRM+EDGLQP QITYGTIVDGMCK GDTVSAL 
Sbjct 2 CKPNVVTFTTLMNGLCREGRVVEAVALLDRMVEDGLQPNQITYGTIVDGMCKMGDTVSAL 61 

Query 323 NLLRKMEEVSHI IPNVVIYSAI IDSLCKDGRHSDAQNLFTEMQEKGIFPDLFTYNSMIVG 382 

NLLRKMEE+SHI P+VVIYSAIID L KDGRH+DAQNLF EMQ+KGIFPD+ TY+ MI G 
Sbjct 62 NLLRKMEELSHIKPDVVIYSAI IDGLWKDGRHTDAQNLFIEMQDKGIFPDIVTYSCMING 121 

Query 383 FCSSGRWSDAEQLLQEMLERKISPDVVTYNALINAFVKEGKFFEAEELYDEMLPRGI IPN 442 

FCSSG+WS+A++LLQEML RKISPDVVT++ LINA VKEG A++L EM+ G+ PN 
Sbjct 122 FCSSGKWSEAQRLLQEMLVRKISPDVVTFSGLINALVKEGDLNSAQDLLQEMISSGVCPN 181 

Query 443 TITYSSMI DGFCKQNRLDAAEHMFYLM ATKGCSPNLITFNTLIDGYCGA 4 91 

+T ++++DG C + +L A MF M AG P++ T+N LI G 

Sbjct 182 VVTCNTLLDGLCDRGKLKDALEMFKAMQKSMMDIDATHAFNGVEPDVQTYNILISGLINE 241 

Query 4 92 KRIDDGMELLHEMTETGLVADTTTYNTLIHGFYLVGDLNAALDLLQEMISSGLCPDIVTC 551 

+ + EL EM G+V DT TY+++I+G L+ A + MS P+IVT 

Sbjct 242 GKFLEAEELYEEMPHRGIVPDTVTYSSMINGLCKQSRLDEATQMFDSMGSKSFSPNIVTF 301 
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Query 552 DTLLDGLCDNGKLKDALEMFKVMQKSKKDLDASHPFNGVEPDVQTYNILISGLINEGKFL 611 

+ TL+ G C G + D LE + F M + G+ + TY LI G G 

Sbjct 302 NTLITGYCKAGMVDDGLELFCEMGR RGIVANAITYITLIRGFRKVGNIN 350 

Query 612 EAEELYEEMPHRGIVPDTITYSSMIDGLCKQSRLDEATQMFDSM 655 

+ ++++EM G+ PDTIT +M+ GL + L A M + + 
Sbjct 351 GS LD I FQEMI S S GVYPDT I T I RNMLTGLWSKEELKRALAMLEEL 394 



Score = 300 bits (767), Expect = 8e-79 

Identities = 166/395 (42%), Positives = 229/395 (57%), Gaps = 48/395 (12%) 



P+VVTFTTL++GLC E RV EA+ +M E +PN +T+ T+++G+C+ G V A+ L 
PNVVTFTTLMNGLCREGRVVEAVALLDRMVEDGLQPNQITYGTIVDGMCKMGDTVSALNL 63 



L +M E ++P + Y I+DG+ KG A NL +M++ I P++V YS +1+ 
LRKMEELSHIKPDVVIYSAI IDGLWKDGRHTDAQNLFIEMQD-KGIFPDIVTYSCMINGF 122 



Query 


230 


Sbjct 


4 


Query 


290 


Sbjct 


64 


Query 


349 


Sbjct 


123 


Query 


402 


Sbjct 


183 


Query 


423 


Sbjct 


243 


Query 


483 


Sbjct 


303 


Query 


543 


Sbjct 


363 



C G+ S+AQ L EM + I PD+ T++ +1 



-RKISPDVVTYNALINAFVKEG 422 
+ PDV TYN LI+ + EG 



KF EAEELY+EM RGI+P+T+TYSSMI+G CKQ+RLD A MF M +K SPN++TFN 



TLI GYC A +DDG+EL EM G+VA+ TY TLI GF VG++N +LD+ QEMISS 



+LK AL M + +Q S 



Score = 216 bits (551), Expect = 8e-54 

Identities = 120/392 (30%), Positives = 214/392 (54%), Gaps = 13/392 (3%) 

Query 160 PSVVDFCKLMGVVVRMERPDLVISLYQKMERKQIRCDIYSFNILIKCFCSCSKLPFALST 219 

P+VV F LM + R R ++L +M ++ + ++ ++ C AL+ 
Sbjct 4 PNVVTFTTLMNGLCREGRVVEAVALLDRMVEDGLQPNQITYGTIVDGMCKMGDTVSALNL 63 

Query 220 FGKITKLG-LHPDVVTFTTLLHGLCVEDRVSEALDFFHQMFETTCRPNVVTFTTLMNGLC 278 

K+ +L + PDVV ++ ++ GL + R ++A + F +M + P++VT++ ++NG C 
Sbjct 64 LRKMEELSHIKPDVVIYSAI I DGLWKDGRHTDAQNLFIEMQDKGIFPD I VTYSCMINGFC 123 
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Query 279 REGRIVEAVALLDRMMEDGLQPTQITYGTIVDGMCKKGDTVSALNLLRKMEEVSHI IPNV 338 

G+ EA LL M+ + P +T+ +++ + K+GD SA +LL++M S + PNV 
Sbjct 124 SSGKWSEAQRLLQEMLVRKISPDVVTFSGLINALVKEGDLNSAQDLLQEMIS-SGVCPNV 182 

Query 339 VIYSAI IDSLCKDGRHSDAQNLFTEMQE KGIFPDLFTYNSMIVGFCSSG 387 

V + ++D LC G+ DA +F MQ+ G+ PD+ TYN +1 G + G 

Sbjct 183 VTCNTLLDGLCDRGKLKDALEMFKAMQKSMMDIDATHAFNGVEPDVQTYNILISGLINEG 242 

Query 388 RWSDAEQLLQEMLERKISPDVVTYNALINAFVKEGKFFEAEELYDEMLPRGI IPNTITYS 447 

++ +AE+L +EM R I PD VTY+++IN K+ + EA +++D M + PN +T++ 
Sbjct 243 KFLEAEELYEEMPHRGIVPDTVTYSSMINGLCKQSRLDEATQMFDSMGSKSFSPNIVTFN 302 

Query 448 SMIDGFCKQNRLDAAEHMFYLMATKGCSPNLITFNTLIDGYCGAKRIDDGMELLHEMTET 507 

++I G+CK +D +F M +G N IT+ TLI G+ 1+ +++ EM + 

Sbjct 303 TLITGYCKAGMVDDGLELFCEMGRRGIVANAITYITLIRGFRKVGNINGSLDIFQEMISS 362 

Query 508 GLVADTTTYNTLIHGFYLVGDLNAALDLLQEM 539 

G+ DT T ++ G + +L AL +L+E+ 
Sbjct 363 GVYPDTITIRNMLTGLWSKEELKRALAMLEEL 394 



Score = 193 bits (491), Expect = 8e-47 

Identities = 109/371 (29%), Positives = 193/371 (52%), Gaps = 11/371 (2%) 

Query 145 DAIDLFSDMLRSRPLPSVVDFCKLMGVVVRMERPDLVISLYQKMER-KQIRCDIYSFNIL 203 

+A+ L M+ P+ + + ++ + +M ++L +KME 1+ D+ ++ + 

Sbjct 24 EAVALLDRMVEDGLQPNQITYGTIVDGMCKMGDTVSALNLLRKMEELSHIKPDVVIYSAI 83 

Query 204 IKCFCSCSKLPFALSTFGKITKLGLHPDVVTFTTLLHGLCVEDRVSEALDFFHQMFETTC 263 

I + A + F ++ G+ PD+VT++ +++G C + SEA +M 

Sbjct 84 IDGLWKDGRHTDAQNLFIEMQDKGIFPDIVTYSCMINGFCSSGKWSEAQRLLQEMLVRKI 143 

Query 2 64 RPNVVTFTTLMNGLCREGRIVEAVALLDRMMEDGLQPTQITYGTIVDGMCKKGDTVSALN 323 

P+VVTF+ L+N L +EG + A LL M+ G+ P +T T++DG+C +G AL 
Sbjct 144 SPDVVTFSGLINALVKEGDLNSAQDLLQEMISSGVCPNVVTCNTLLDGLCDRGKLKDALE 203 

Query 324 LLRKME EVSH I IPNVVIYSAIIDSLCKDGRHSDAQNLFTEMQEKGIFPDL 373 

+ + M+ + +H + P+V Y+ +1 L +G+ +A+ L+ EM +GI PD 

Sbjct 204 MFKAMQKSMMDIDATHAFNGVEPDVQTYNILISGLINEGKFLEAEELYEEMPHRGIVPDT 263 

Query 374 FTYNSMIVGFCSSGRWSDAEQLLQEMLERKISPDVVTYNALINAFVKEGKFFEAEELYDE 433 

TY+SMI G C R +A Q+ M + SP++VT+N LI + K G + EL+ E 
Sbjct 2 64 VTYSSMINGLCKQSRLDEATQMFDSMGSKSFSPNIVTFNTLITGYCKAGMVDDGLELFCE 323 

Query 434 MLPRGI IPNTITYS SMI DGFCKQNRLDAAEHMFYLMATKGCSPNL I TFNTL I DGYCGAKR 493 

M RGI+ N ITY ++I GF K ++ + +F M + G P+ IT ++ G + 
Sbjct 324 MGRRGIVANAITYITLIRGFRKVGNINGSLDIFQEMISSGVYPDTITIRNMLTGLWSKEE 383 

Query 4 94 IDDGMELLHEM 504 

+ + +L E+ 
Sbjct 384 LKRALAMLEEL 3 94 
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Score = 118 bits (296), Expect = 3e-24 

Identities = 78/282 (27%), Positives = 130/282 (46%), Gaps = 12/282 (4%) 

Query 135 SGFHEIKGLEDAIDLFSDMLRSRPLPSVVDFCKLMGVVVRMERPDLVISLYQKMERKQIR 194 

+GF +A L +ML + P VV F L+ +V+ + L Q+M + 

Sbjct 120 NGFCSSGKWSEAQRLLQEMLVRKISPDVVTFSGLINALVKEGDLNSAQDLLQEMISSGVC 179 

Query 195 CDIYSFNILIKCFCSCSKLPFALSTFGKITKL GLHPDVVTFTTLLHGLC 243 

+ + + N L+ C KL AL F + K G+ PDV T+ L+ GL 

Sbjct 180 PNVVTCNTLLDGLCDRGKLKDALEMFKAMQKSMMDIDATHAFNGVEPDVQTYNILISGLI 239 

Query 244 VEDRVSEALDFFHQMFETTCRPNVVTFTTLMNGLCREGRIVEAVALLDRMMEDGLQPTQI 303 

E + EA + + +M P+ VT+++++NGLC++ R+ EA + D M P + 

Sbjct 240 NEGKFLEAEELYEEMPHRGIVPDTVTYSSMINGLCKQSRLDEATQMFDSMGSKSFSPNIV 299 

Query 304 TYGTIVDGMCKKGDTVSALNLLRKMEEVSIII I PNVVI YSAI IDSLCKDGRHSDAQNLFTE 363 

T+ T++ GCKG LL+M I+N+Y+I KG++ ++F E 

Sbjct 300 TFNTLITGYCKAGMVDDGLELFCEMGRRG-IVANAITYITLIRGFRKVGNINGSLDIFQE 358 

Query 364 MQEKGIFPDLFTYNSMIVGFCSSGRWSDAEQLLQEMLERKIS 405 

M G++PD T +M+ G S A +L+E+ +S 

Sbjct 359 MISS GVYPDT I T I RNMLTGLWSKEELKRALAMLEELQMSMVS 400 



• SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 2 
from Brown provisional No. 3 (60/308,736) 

o No significant similarity was found 

• SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 3 
from Brown provisional No. 3 (60/308,736) 

o No significant similarity was found 

• SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 4 
from Brown provisional No. 3 (60/308,736) 

o No significant similarity was found 

• SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 5 
from Brown provisional No. 3 (60/308,736) 

o No significant similarity was found 

• SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 6 
from Brown provisional No. 3 (60/308,736) 

o No significant similarity was found 
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SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 7 
from Brown provisional No. 3 (60/308,736) 

o No significant similarity was found 

SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 8 
from Brown provisional No. 3 (60/308,736) 

o No significant similarity was found 

SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 9 
from Brown provisional No. 3 (60/308,736) 

o No significant similarity was found 

SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 10 
from Brown provisional No. 3 (60/308,736) 

o No significant similarity was found 

SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 11 
from Brown provisional No. 3 (60/308,736) 

o No significant similarity was found 

SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 12 
from Brown provisional No. 3 (60/308,736) 

o No significant similarity was found 

SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 13 
from Brown provisional No. 3 (60/308,736) 

o No significant similarity was found 

SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 14 
from Brown provisional No. 3 (60/308,736) 

o No significant similarity was found 

SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 15 
from Brown provisional No. 3 (60/308,736) 

o No significant similarity was found 

SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 16 
from Brown provisional No. 3 (60/308,736) 

o No significant similarity was found 

SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 17 
from Brown provisional No. 3 (60/308,736) 

o No significant similarity was found 
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• SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 18 
from Brown provisional No. 3 (60/308,736) 

o No significant similarity was found 

• SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 19 
from Brown provisional No. 3 (60/308,736) 

o No significant similarity was found 

• SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 20 
from Brown provisional No. 3 (60/308,736) 

o No significant similarity was found 

• SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 21 
from Brown provisional No. 3 (60/308,736) 

o No significant similarity was found 

• SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 22 
from Brown provisional No. 3 (60/308,736) 

o No significant similarity was found 

• SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 23 
from Brown provisional No. 3 (60/308,736) 

o No significant similarity was found 

• SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 24 
from Brown provisional No. 3 (60/308,736) 



Score 


= 118 


0 bits (3053) , Expect =0.0 




Identities 


= 595/685 (86%), Positives = 629/685 (91%), Gaps = 6/685 (0%) 




Query 


84 


MLARVCGFKCSSSPAESAARLFCTRSIRDTLAKAS--GESCEAGFGGESLKLQSGFHEIK 


141 






MLARVC F+ SSS + SAAR FCT SIR LA+ S GES EAGF GESLKL+SG +EIK 




Sbjct 


1 


MLARVCRFESSSSSSVSAARFFCTGSIRHALAEKSRDGESGEAGFRGESLKLRSGSYEIK 


60 


Query 


142 


GLEDAIDLFSDMLRSRPLPSVVDFCKLMGVVVRMERPDLVISLYQKMERKQIRCDIYSFN 


201 






GLEDAIDLFSDMLRSRPLPSV+DF KLMG VVRMERPDLVI S LYQKMERKQ I RC D I Y S F 




Sbjct 


61 


GLEDAIDLFSDMLRSRPLPSVIDFNKLMGAVVRMERPDLVISLYQKMERKQIRCDIYSFT 


120 


Query 


202 


ILIKCFCSCSKLPFALSTFGKITKLGLHPDVVTFTTLLHGLCVEDRVSEALDFFHQMFET 


261 






ILIKCFCSCSKLPFALSTFGK+TKLGLHPDVVTFTTLLHGLC++ RVSEALD FHQ+ 




Sbjct 


121 


ILIKCFCSCSKLPFALSTFGKLTKLGLHPDVVTFTTLLHGLCLDHRVSEALDLFHQI 


177 


Query 


262 


TCRPNVVTFTTLMNGLCREGRIVEAVALLDRMMEDGLQPTQITYGTIVDGMCKKGDTVSA 


321 






CRP+V+TFTTLMNGLCREGR+VEAVALLDRM+E+GLQP QITYGT VDGMCK GDTVSA 




Sbjct 


178 


-CRPDVLTFTTLMNGLCREGRVVEAVALLDRMVENGLQPDQITYGTFVDGMCKMGDTVSA 


236 
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Query 32 2 LNLLRKMEEVSHI IPNVVIYSAI IDSLCKDGRHSDAQNLFTEMQEKGIFPDLFTYNSMIV 

LNLLRKMEE+SHI PNVVIYSAIID LCKDGRHSD+ NLF EMQ+KGIFP++ TYN MI 
Sbjct 237 LNLLRKMEEISHIKPNVVIYSAI IDGLCKDGRHSDSHNLFIEMQDKGIFPNIVTYNCMIG 

Query 382 GFCSSGRWSDAEQLLQEMLERKISPDVVTYNALINAFVKEGKFFEAEELYDEMLPRGI IP 
GFC SGRWS A++LLQEMLERKISP+VVTYNALINAFVKEGKFFEA ELYDEMLPRGI I P 
Sbjct 2 97 GFCISGRWSAAQRLLQEMLERKISPNVVTYNALINAFVKEGKFFEAAELYDEMLPRGI IP 

Query 442 NTITYSSMIDGFCKQNRLDAAEHMFYLMATKGCSPNLITFNTLIDGYCGAKRIDDGMELL 
NTITY+SMIDGFCKQ+RLDAAE MFYLMATKGCSP++ TF TLIDGYCGAKRIDDGMELL 
Sbj ct 357 NTITYNSMIDGFCKQDRLDAAEDMFYLMATKGCSPDVFTFTTLIDGYCGAKRIDDGMELL 

Query 502 HEMTETGLVADTTTYNTLIHGFYLVGDLNAALDLLQEMISSGLCPDIVTCDTLLDGLCDN 
HEM GLVA+T TYNTLIHGF LVGDLNAALDL Q+MISSG+CPDIVTC+TLLDGLCDN 
Sbjct 417 HEMPRRGLVANTVTYNTLIHGFCLVGDLNAALDLSQQMISSGVCPDIVTCNTLLDGLCDN 

Query 5 62 GKLKDALEMFKVMQKSKKDLDASHPFNGVEPDVQTYNILISGLINEGKFLEAEELYEEMP 
GKLKDALEMFK MQKSK DLDASHPFNGVEPDV TYNILI GLINEGKFLEAEELYEEMP 
Sbj ct 477 GKLKDALEMFKAMQKSKMDLDASHPFNGVEPDVLTYNILICGLINEGKFLEAEELYEEMP 

Query 62 2 HRGIVPDTITYSSMIDGLCKQSRLDEATQMFDSMGSKSFSPNVVTFTTLINGYCKAGRVD 
HRGIVPDTITYSSMIDGLCKQSRLDEATQMF SMGSKSFSPNVVTF TLINGYCKAGRVD 
Sbj Ct 537 HRGIVPDTITYSSMIDGLCKQSRLDEATQMFVSMGSKSFSPNVVTFNTLINGYCKAGRVD 

Query 682 DGLELFCEMGRRGIVANAITYITLICGFRKVGNINGALDIFQEMISSGVYPDTITIRNML 
DGLELFCEMGRRGIVA+AI YITLI GFRKVGNINGALDIFQEMISSGVYPDTITIRNML 
Sbjct 597 DGLELFCEMGRRGIVADAIIYITLIYGFRKVGNINGALDIFQEMISSGVYPDTITIRNML 

Query 742 TGLWSKEELKRAVAMLEKLQMSMVY 7 66 

TG WSKEEL+RAVAMLE LQMS+ Y 
Sbjct 657 TGFWSKEELERAVAMLEDLQMSVGY 681 

• SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 25 
from Brown provisional No. 3 (60/308,736) 

o No significant similarity was found 

• SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 26 
from Brown provisional No. 3 (60/308,736) 



Score = 1624 bits (4206), Expect = 0.0 
Identities = 804/804 (100%), Positives = 804/804 (100%), Gaps = 0/804 (0%) 



Query 


1 


MEAPNYPIFFGLNLGVPLEGGRSGTYSGFGSSLFGFRIFGVKDFSPIRLFLNYGSGS VRI 


60 






MEAPNYPIFFGLNLGVPLEGGRSGTYSGFGSSLFGFRIFGVKDFSPIRLFLNYGSGS VRI 




Sbjct 


1 


MEAPNYPIFFGLNLGVPLEGGRSGTYSGFGSSLFGFRIFGVKDFSPIRLFLNYGSGS VRI 


60 


Query 


61 


LADSSRVFFRDRRRTKFRRNKNKMLARVCGFKCSSSPAESAARLFCTRSIRDTLAKASGE 


120 






LADSSRVFFRDRRRTKFRRNKNKMLARVCGFKCSSSPAESAARLFCTRSIRDTLAKASGE 




Sbjct 


61 


LADSSRVFFRDRRRTKFRRNKNKMLARVCGFKCSSSPAESAARLFCTRSIRDTLAKASGE 


120 



381 
296 
441 
356 
501 
416 
561 
476 
621 
536 
681 
596 
741 
656 
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Query 121 SCEAGFGGESLKLQSGFHEIKGLEDAIDLFSDMLRSRPLPSVVDFCKLMGVVVRMERPDL 180 

SCEAGFGGESLKLQSGFHEIKGLEDAIDLFSDMLRSRPLPSVVDFCKLMGVVVRMERPDL 
Sbjct 121 SCEAGFGGESLKLQSGFHEIKGLEDAIDLFSDMLRSRPLPSVVDFCKLMGVVVRMERPDL 180 

Query 181 VISLYQKMERKQIRCDIYSFNILIKCFCSCSKLPFALSTFGKITKLGLHPDVVTFTTLLH 240 

VISLYQKMERKQIRCDIYSFNILIKCFCSCSKLPFALSTFGKITKLGLHPDVVTFTTLLH 
Sbjct 181 VISLYQKMERKQIRCDIYSFNILIKCFCSCSKLPFALSTFGKITKLGLHPDVVTFTTLLH 240 

Query 241 GLCVEDRVSEALDFFHQMFETTCRPNVVTFTTLMNGLCREGRIVEAVALLDRMMEDGLQP 30 0 

GLCVEDRVSEALDFFHQMFETTCRPNVVTFTTLMNGLCREGRIVEAVALLDRMMEDGLQP 
Sbjct 241 GLCVEDRVSEALDFFHQMFETTCRPNVVTFTTLMNGLCREGRIVEAVALLDRMMEDGLQP 30 0 

Query 301 TQITYGTIVDGMCKKGDTVSALNLLRKMEEVSHIIPNVVIYSAI IDSLCKDGRHSDAQNL 360 

TQITYGTIVDGMCKKGDTVSALNLLRKMEEVSHIIPNVVIYSAI IDSLCKDGRHSDAQNL 
Sbjct 301 TQ I TYGT I VDGMCKKGDTVSALNLLRKMEEVSHI I PNVVIYSAI IDSLCKDGRHSDAQNL 360 

Query 361 FTEMQEKGIFPDLFTYNSMIVGFCSSGRWSDAEQLLQEMLERKISPDVVTYNALINAFVK 420 

FTEMQEKGIFPDLFTYNSMIVGFCSSGRWSDAEQLLQEMLERKISPDVVTYNALINAFVK 
Sbjct 361 FTEMQEKGIFPDLFTYNSMIVGFCSSGRWSDAEQLLQEMLERKISPDVVTYNALINAFVK 420 

Query 421 EGKFFEAEELYDEMLPRGIIPNTITYSSMIDGFCKQNRLDAAEHMFYLMATKGCSPNLIT 480 

EGKFFEAEELYDEMLPRGIIPNTITYSSMIDGFCKQNRLDAAEHMFYLMATKGCSPNLIT 
Sbjct 421 EGKFFEAEELYDEMLPRGI I PNT I TYS SMI DGFCKQNRLDAAEHMFYLMATKGCS PNL I T 480 

Query 481 FNTLIDGYCGAKRIDDGMELLHEMTETGLVADTTTYNTLIHGFYLVGDLNAALDLLQEMI 54 0 

FNTLIDGYCGAKRIDDGMELLHEMTETGLVADTTTYNTLIHGFYLVGDLNAALDLLQEMI 
Sbjct 481 FNTLIDGYCGAKRIDDGMELLHEMTETGLVADTTTYNTLIHGFYLVGDLNAALDLLQEMI 54 0 

Query 541 SSGLCPDIVTCDTLLDGLCDNGKLKDALEMFKVMQKSKKDLDASHPFNGVEPDVQTYNIL 600 

SSGLCPDIVTCDTLLDGLCDNGKLKDALEMFKVMQKSKKDLDASHPFNGVEPDVQTYNIL 
Sbjct 541 SSGLCPDIVTCDTLLDGLCDNGKLKDALEMFKVMQKSKKDLDASHPFNGVEPDVQTYNIL 600 

Query 601 ISGLINEGKFLEAEELYEEMPHRGIVPDTITYSSMIDGLCKQSRLDEATQMFDSMGSKSF 660 

ISGLINEGKFLEAEELYEEMPHRGIVPDTITYSSMIDGLCKQSRLDEATQMFDSMGSKSF 
Sbjct 601 ISGLINEGKFLEAEELYEEMPHRGIVPDTITYSSMIDGLCKQSRLDEATQMFDSMGSKSF 660 

Query 661 SPNVVTFTTLINGYCKAGRVDDGLELFCEMGRRGIVANAITYITLICGFRKVGNINGALD 720 

SPNVVTFTTLINGYCKAGRVDDGLELFCEMGRRGIVANAITYITLICGFRKVGNINGALD 
Sbjct 661 SPNVVTFTTLINGYCKAGRVDDGLELFCEMGRRGIVANAITYITLICGFRKVGNINGALD 720 

Query 721 IFQEMISSGVYPDTITIRNMLTGLWSKEELKRAVAMLEKLQMSMVYYWSELKRHTFQKIS 780 

IFQEMISSGVYPDTITIRNMLTGLWSKEELKRAVAMLEKLQMSMVYYWSELKRHTFQKIS 
Sbjct 721 IFQEMISSGVYPDTITIRNMLTGLWSKEELKRAVAMLEKLQMSMVYYWSELKRHTFQKIS 780 

Query 781 GVKRCLGVCPFCSCHHGYRQARSS 804 

GVKRCLGVCPFCSCHHGYRQARSS 
Sbjct 781 GVKRCLGVCPFCSCHHGYRQARSS 804 



• SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 27 
from Brown provisional No. 3 (60/308,736) 
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Score = 975 bits (2521), Expect = 0.0 
Identities = 511/690 (74%), Positives = 569/690 (82%), Gaps = 48/690 (6%) 

Query 84 MLARVCGFKCSSSPAESAARLFCTRSIRDTLAKASGESCEAGFGGESLKLQSGFHEIKGL 143 

MLARV SSSPA SAARLFCTRSIR LAK S + E+GFGGESLKL+SGFHEIKGL 

Sbjct 1 MLARVYRSGSSSSPAVSAARLFCTRSIRHALAKKSRDG-ESGFGGESLKLRSGFHEIKGL 5 9 

Query 144 EDAIDLFSDMLRSRPLPSVVDFCKLMGVVVRMERPDLVISLYQKMERKQIRCDIYSFNIL 203 

EDAIDLF DM+RSRPLPSV+DFCKLMGVVVRM R D+VISL++KME +++ C+ YSF IL 
Sbjct 60 EDAIDLFGDMVRSRPLPSVIDFCKLMGVVVRMGRLDVVISLHRKMEMRRVPCNAYSFTIL 119 

Query 204 IKCFCSCSKLPFALSTFGKITKLGLHPDVVTFTTLLHGLCVEDRVSEALDFFHQMFETTC 263 

+KCFCSCSKLPFALSTFGKITKLG FH 
Sbjct 120 MKCFCSCSKLPFALSTFGKITKLG FH 145 

Query 2 64 RPNVVTFTTLMNGLCREGRIVEAVALLDRMMEDGLQPTQITYGTIVDGMCKKGDTVSALN 323 

P VVTF+TL++GLC E RI EA+ L +M + P +T+ T+++G+C++G V A+ 
Sbjct 146 -PTVVTFSTLLHGLCVEDRISEALDLFHQMCK PNVVTFTTLMNGLCREGRVVEAVA 200 

Query 324 LLRKMEEVSHI IPNVVTYSAI IDSLCKDGRHSDAQNLFTEMQEKG-IFPDLFTY N 377 

LL +M E + PN + Y I+D +CK G A NL +M+E I P++ + 
Sbjct 201 LLDRMLE-DGLQPNQITYGTIVDGMCKMGDTVSALNLLRKMEEVSHIKPNVVIWPLERRT 25 9 

Query 378 SMIVGFCSSGRWSDAEQLLQEMLERK-ISPDVVTYNALINAFVKEGKFFEAEELYDEMLP 436 

MI GFCSSGRWS+A+QLLQEMLERK ISPDVVTYNALINAFVKEGKFFEAEELYDEMLP 
Sbjct 2 60 CMINGFCSSGRWSEAQQLLQEMLERKKISPDVVTYNALINAFVKEGKFFEAEELYDEMLP 319 

Query 437 RGI IPNTITYSSMIDGFCKQNRLDAAEHMFYLMATKGCSPNLITFNTLIDGYCGAKRIDD 496 

RGIIP+TITYSSMIDGFCKQNRLDAAEHMFYLMATKGCSP++ITFNTLI GYC AKR+DD 
Sbjct 320 RGI IPSTITYSSMIDGFCKQNRLDAAEHMFYLMATKGCSPDI ITFNTLIAGYCRAKRVDD 379 

Query 497 GMELLHEMTETGLVADTTTYNTLIHGFYLVGDLNAALDLLQEMISSGLCPDIVTCDTLLD 556 

G++LLHEMTE GLVA+T TY TLIHGF VGBLNAA DLLQEM+SSG+CP++VTC+TLLD 
Sbjct 380 GIKLLHEMTEAGLVANTITYTTLIHGFCQVGDLNAAQDLLQEMVSSGVCPNVVTCNTLLD 439 

Query 557 GLCDNGKLKDALEMFKVMQKSKKDLDASHPFNGVEPDVQTYNILISGLINEGKFLEAEEL 616 

GLCDNGKLKDALEMFK MQKSK D+DASHPFNGVEPDVQTYNILI SGLINEGKFLEAEEL 
Sbjct 440 GLCDNGKLKDALEMFKAMQKSKMDIDASHPFNGVEPDVQTYNI LI SGLINEGKFLEAEEL 499 

Query 617 YEEMPHRGIVPDTITYSSMIDGLCKQSRLDEATQMFDSMGSKSFSPNVVTFTTLINGYCK 67 6 

YEEMPHRGIVPDTITY+S+I GLCKQSRLDEATQMFDSMGSKSFSPNVVTFTTLINGYCK 
Sbjct 500 YEEMPHRGIVPDTITYNSVIHGLCKQSRLDEATQMFDSMGSKSFSPNVVTFTTLINGYCK 559 

Query 677 AGRVDDGLELFCEMGRRGI VANAITYITLICGFRKVGNINGALDIFQEMISSGVYPDTIT 736 

AGRVDDGLELFCEMGRRGIVANAITYITLI GFRKVGNINGALDIFQEM++SGVYPDTIT 
Sbjct 560 AGRVDDGLELFCEMGRRGI VANAITYITLIHGFRKVGNINGALDIFQEMMASGVYPDT IT 619 

Query 737 IRNMLTGLWSKEELKRAVAMLEKLQMSMVY 766 

IRNMLTGLWSKEELKRAVAMLE LQMS+ Y 
Sbjct 62 0 IRNMLTGLWSKEELKRAVAMLEDLQMSVGY 64 9 
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SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 28 
from Brown provisional No. 3 (60/308,736) 

o No significant similarity was found 

SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 29 
from Brown provisional No. 3 (60/308,736) 

o No significant similarity was found 

SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 30 
from Brown provisional No. 3 (60/308,736) 

o No significant similarity was found 

SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 31 
from Brown provisional No. 3 (60/308,736) 

o No significant similarity was found 

SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 32 
from Brown provisional No. 3 (60/308,736) 

o No significant similarity was found 

SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 33 
from Brown provisional No. 3 (60/308,736) 

o No significant similarity was found 

SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 34 
from Brown provisional No. 3 (60/308,736) 

o No significant similarity was found 

SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 35 
from Brown provisional No. 3 (60/308,736) 

o No significant similarity was found 

SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 36 
from Brown provisional No. 3 (60/308,736) 

o No significant similarity was found 

SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 37 
from Brown provisional No. 3 (60/308,736) 

o No significant similarity was found 

SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 38 
from Brown provisional No. 3 (60/308,736) 

o No significant similarity was found 
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• SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 39 
from Brown provisional No. 3 (60/308,736) 

o No significant similarity was found 

• SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 40 
from Brown provisional No. 3 (60/308,736) 

o No significant similarity was found 

• SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 41 
from Brown provisional No. 3 (60/308,736) 

o No significant similarity was found 

• SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 42 
from Brown provisional No. 3 (60/308,736) 

o No significant similarity was found 

• SEQ 3 from Japanese application from April 2001 (JP 2001-128008) against PRT SEQ 43 
from Brown provisional No. 3 (60/308,736) 

o No significant similarity was found 

• SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 
1 from Brown provisional No. 1 (60/305,026) 

Score = 521 bits (1341), Expect = 2e-145 



Identities 


= 261/395 (66%), Positives = 311/395 (78%), Gaps = 1/395 (0%) 




Query 


288 


PDLFTYNSMIVGFCSSGRWSDAEQLLQEMLERKISPDVVTYNALINAFVKEGKFFEAEEL 


347 






P++ T+ +++ G C GR +A LL M+E + P+ +TY +++ KG A L 




Sbjct 


4 


PNVVTFTTLMNGLCREGRVVEAVALLDRMVEDGLQPNQITYGTIVDGMCKMGDTVSALNL 


63 


Query 


348 


YDEMLPRGI I-PNTITYSSMIDGFCKQNRLDAAEHMFYLMATKGCSPNLITFNTLIDGYC 


406 






+M I P+ + YS++IDG K R A+++F M KG P+++T++ +I+G+C 




Sbjct 


64 


LRKMEELSHIKPDVVIYSAI IDGLWKDGRHTDAQNLFIEMQDKGIFPDIVTYSCMINGFC 


123 


Query 


407 


GAKRIDDGMELLHEMTETGLVADTTTYNTLIHGFYLVGDLNAALDLLQEMISSGLCPDIV 


466 






+ + + LL EM + D T++ LI+ GDLN+A DLLQEMISSG+CP++V 




Sbjct 


124 


SSGKWSEAQRLLQEMLVRKISPDVVTFSGLINALVKEGDLNSAQDLLQEMISSGVCPNVV 


183 


Query 


467 


TCDTLLDGLCDNGKLKDALEMFKVMQKSKKDLDASHPFNGVEPDVQTYNILISGLINEGK 


526 






TC+TLLDGLCD GKLKDALEMFK MQKS D+DA+H FNGVEPDVQTYNILISGLINEGK 




Sbjct 


184 


TCNTLLDGLCDRGKLKDALEMFKAMQKSMMDIDATHAFNGVEPDVQTYNILISGLINEGK 


243 


Query 


527 


FLEAEELYEEMPHRGIVPDTITYSSMIDGLCKQSRLDEATQMFDSMGSKSFSPNVVTFTT 


586 






FLEAEELYEEMPHRGIVPDT+TYSSMI+GLCKQSRLDEATQMFDSMGSKSFSPN+VTF T 




Sbjct 


244 


FLEAEELYEEMPHRGIVPDTVTYSSMINGLCKQSRLDEATQMFDSMGSKSFSPNIVTFNT 


303 
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Query 587 LINGYCKAGRVDDGLELFCEMGRRGIVANAITYITLICGFRKVGNINGALDIFQEMISSG 64 6 

LI GYCKAG VDDGLELFCEMGRRGIVANAITYITLI GFRKVGNING+LDIFQEMISSG 
Sbjct 304 LITGYCKAGMVDDGLELFCEMGRRGIVANAITYITLIRGFRKVGNINGSLDIFQEMISSG 363 

Query 647 VYPDTITIRNMLTGLWSKEELKRAVAMLEKLQMSM 681 

VYPDTITIRNMLTGLWSKEELKRA+AMLE+LQMSM 
Sbjct 364 VYPDTITIRNMLTGLWSKEELKRALAMLEELQMSM 398 



Score = 394 bits (1012), Expect = 2e-107 

Identities = 208/404 (51%), Positives = 265/404 (65%), Gaps = 22/404 (5%) 

Query 180 CRPNVVTFTTLMNGLCREGRIVEAVALLDRMMEDGLQPTQITYGTIVDGMCKKGDTVSAL 239 

C+PNVVTFTTLMNGLCREGR+VEAVALLDRM+EDGLQP QITYGTIVDGMCK GDTVSAL 
Sbjct 2 CKPNVVTFTTLMNGLCREGRVVEAVALLDRMVEDGLQPNQITYGTIVDGMCKMGDTVSAL 61 

Query 240 NLLRKMEEVSHI IPNVVIYSAI IDSLCKDGRHSDAQNLFTEMQEKGIFPDLFTYNSMIVG 299 

NLLRKMEE+SHI P+VVIYSAIID L KDGRH+DAQNLF EMQ+KGIFPD+ TY+ MI G 
Sbjct 62 NLLRKMEELSHIKPDVVIYSAIIDGLWKDGRHTDAQNLFIEMQDKGIFPDIVTYSCMING 121 

Query 300 FCSSGRWSDAEQLLQEMLERKISPDVVTYNALINAFVKEGKFFEAEELYDEMLPRGI IPN 359 

FCSSG+WS+A++LLQEML RKISPDVVT++ LINA VKEG A++L EM+ G+ PN 
Sbjct 122 FCSSGKWSEAQRLLQEMLVRKISPDVVTFSGLINALVKEGDLNSAQDLLQEMISSGVCPN 181 

Query 360 TITYSSMI DGFCKQNRLDAAEHMFYLM ATKGCSPNLITFNTLIDGYCGA 408 

+T ++++DG C + +L A MF M AG P++ T+N LI G 

Sbjct 182 VVTCNTLLDGLCDRGKLKDALEMFKAMQKSMMDIDATHAFNGVEPDVQTYNILISGLINE 241 

Query 409 KRIDDGMELLHEMTETGLVADTTTYNTLIHGFYLVGDLNAALDLLQEMISSGLCPDIVTC 468 

+ + EL EM G+V DT TY+++I+G L+ A + MS P+IVT 

Sbjct 242 GKFLEAEELYEEMPHRGIVPDTVTYSSMINGLCKQSRLDEATQMFDSMGSKSFSPNIVTF 301 

Query 469 DTLLDGLCDNGKLKDALEMFKVMQKSKKDLDASHPFNGVEPDVQTYNILISGLINEGKFL 528 

+ TL+ G C G + D LE+F M + G+ + TY LI G G 

Sbjct 302 NTLITGYCKAGMVDDGLELFCEMGR RG I VANA I T Y I T L I RGFRKVGN I N 350 

Query 52 9 EAEELYEEMPHRGIVPDTITYSSMIDGLCKQSRLDEATQMFDSM 572 

+ ++++EM G+ PDTIT +M+ GL + L A M + + 
Sbjct 351 GSLDIFQEMISSGVYPDTITIRNMLTGLWSKEELKRALAMLEEL 394 



Score = 300 bits (767), Expect = 6e-79 
Identities = 166/395 (42%), Positives = 229/395 (57%), Gaps = 48/395 (12%) 

Query 147 PDVVTFTTLLHGLCVEDRVSEALDFFHQMFETTCRPNVVTFTTLMNGLCREGRIVEAVAL 20 6 

P+VVTFTTL++GLC E RV EA+ +M E +PN +T+ T+++G+C+ G V A+ L 
Sbjct 4 PNVVTFTTLMNGLCREGRVVEAVALLDRMVEDGLQPNQITYGTIVDGMCKMGDTVSALNL 63 

Query 207 LDRMME-DGLQPTQITYGTIVDGMCKKGDTVSALNLLRKMEEVSHI IPNVVIYSAI IDSL 265 

L +M E ++P + Y I+DG+ KG A NL +M++ I P++V YS +1+ 
Sbjct 64 LRKMEELSHIKPDVVIYSAI IDGLWKDGRHTDAQNLFIEMQD-KGIFPDIVTYSCMINGF 122 
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Query 266 CKDGRHSDAQNLFTEMQEKGIFPDLFTYNSMIVGFCSSGRWSDAEQLLQEMLE 318 

C G+ S+AQ L EM + I PD+ T++ +1 G + A+ LLQEM+ 

Sbjct 123 CSSGKWSEAQRLLQEMLVRKISPDVVTFSGLINALVKEGDLNSAQDLLQEMISSGVCPNV 182 

Query 319 RKISPDVVTYNALINAFVKEG 339 

+ PDV TYN LI+ + EG 

Sbjct 183 VTCNTLLDGLCDRGKLKDALEMFKAMQKSMMDIDATHAFNGVEPDVQTYNILISGLINEG 242 

Query 340 KFFEAEELYDEMLPRGI IPNTITYSSMIDGFCKQNRLDAAEHMFYLMATKGCSPNLITFN 399 

KF EAEELY+EM RGI+P+T+TYSSMI+G CKQ+RLD A MF M +K SPN++TFN 
Sbjct 243 KFLEAEELYEEMPHRGIVPDTVTYSSMINGLCKQSRLDEATQMFDSMGSKSFSPNIVTFN 302 

Query 400 TLIDGYCGAKRIDDGMELLHEMTETGLVADTTTYNTLIHGFYLVGDLNAALDLLQEMISS 459 

TLI GYC A +DDG+EL EM G+VA+ TY TLI GF VG++N +LD+ QEMISS 
Sbjct 303 TLITGYCKAGMVDDGLELFCEMGRRGIVANAITYITLIRGFRKVGNINGSLDIFQEMISS 362 

Query 460 GLCPDIVTCDTLLDGLCDNGKLKDALEMFKVMQKS 494 

G+ PD +T +L GL +LK AL M + +Q S 
Sbjct 363 GVYPDT I T I RNMLTGLWSKEELKRALAMLEELQMS 397 



Score = 216 bits (551), Expect = 7e-54 

Identities = 120/392 (30%), Positives = 214/392 (54%), Gaps = 13/392 (3%) 

Query 77 PSVVDFCKLMGVVVRMERPDLVISLYQKMERKQIRCDIYSFNILIKCFCSCSKLPFALST 136 

P+VV F LM + R R ++L +M ++ + ++ ++ C AL+ 
Sbjct 4 PNVVTFTTLMNGLCREGRVVEAVALLDRMVEDGLQPNQITYGTIVDGMCKMGDTVSALNL 63 

Query 137 FGKITKLG-LHPDVVTFTTLLHGLCVEDRVSEALDFFHQMFETTCRPNVVTFTTLMNGLC 195 

K+ +L + PDVV ++ ++ GL + R ++A + F +M + P++VT++ ++NG C 
Sbjct 64 LRKMEELSHIKPDVVIYSAI IDGLWKDGRHTDAQNLFIEMQDKGIFPDIVTYSCMINGFC 123 

Query 196 REGRIVEAVALLDRMMEDGLQPTQITYGTIVDGMCKKGDTVSALNLLRKMEEVSHI IPNV 255 

G+ EA LL M+ + P +T+ +++ + K+GD SA +LL++M S + PNV 
Sbjct 124 SSGKWSEAQRLLQEMLVRKISPDVVTFSGLINALVKEGDLNSAQDLLQEMIS-SGVCPNV 182 

Query 256 VIYSAI IDSLCKDGRHSDAQNLFTEMQE KGIFPDLFTYNSMIVGFCSSG 304 

V + ++D LC G+ DA +F MQ+ G+ PD+ TYN +1 G + G 

Sbjct 183 VTCNTLLDGLCDRGKLKDALEMFKAMQKSMMDIDATHAFNGVEPDVQTYNILISGLINEG 242 

Query 305 RWSDAEQLLQEMLERKISPDVVTYNALINAFVKEGKFFEAEELYDEMLPRGI IPNTITYS 364 

++ +AE+L +EM R I PD VTY+++IN K+ + EA +++D M + PN +T++ 
Sbjct 243 KFLEAEELYEEMPHRGIVPDTVTYSSMINGLCKQSRLDEATQMFDSMGSKSFSPNIVTFN 302 

Query 365 SMIDGFCKQNRLDAAEHMFYLMATKGCSPNLITFNTLIDGYCGAKRIDDGMELLHEMTET 424 

++I G+CK +D +F M +G N IT+ TLI G+ 1+ +++ EM + 

Sbjct 303 TLITGYCKAGMVDDGLELFCEMGRRGIVANAITYITLIRGFRKVGNINGSLDIFQEMISS 362 

Query 425 GLVADTTTYNTLIHGFYLVGDLNAALDLLQEM 456 

G+ DT T ++ G + +L AL +L+E+ 
Sbjct 363 GVYPDT I TIRNMLTGLWSKEELKRALAMLEEL 394 
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Score = 193 bits (491), Expect = 6e-47 

Identities = 109/371 (29%), Positives = 193/371 (52%), Gaps = 11/371 (2%) 

Query 62 DAIDLFSDMLRSRPLPSVVDFCKLMGVVVRMERPDLVISLYQKMER-KQIRCDIYSFNIL 120 

+A+ L M+ P+ + + ++ + +M ++L +KME 1+ D+ ++ + 

Sbjct 24 EAVALLDRMVEDGLQPNQITYGTIVDGMCKMGDTVSALNLLRKMEELSHIKPDVVIYSAI 83 

Query 121 IKCFCSCSKLPFALSTFGKITKLGLHPDVVTFTTLLHGLCVEDRVSEALDFFHQMFETTC 180 

I + A + F ++ G+ PD+VT++ +++G C + SEA +M 

Sbjct 84 IDGLWKDGRHTDAQNLFIEMQDKGIFPDIVTYSCMINGFCSSGKWSEAQRLLQEMLVRKI 143 

Query 181 RPNVVTFTTLMNGLCREGRIVEAVALLDRMMEDGLQPTQITYGTIVDGMCKKGDTVSALN 240 

P+VVTF+ L+N L +EG + A LL M+ G+ P +T T++DG+C +G AL 
Sbjct 144 SPDVVTFSGLINALVKEGDLNSAQDLLQEMISSGVCPNVVTCNTLLDGLCDRGKLKDALE 203 

Query 241 LLRKME EVSH I IPNVVIYSAIIDSLCKDGRHSDAQNLFTEMQEKGIFPDL 290 

+ + M+ + +H + P+V Y+ +1 L +G+ +A+ L+ EM +GI PD 

Sbjct 204 MFKAMQKSMMDIDATHAFNGVEPDVQTYNILISGLINEGKFLEAEELYEEMPHRGIVPDT 263 

Query 2 91 FTYNSMIVGFCSSGRWSDAEQLLQEMLERKISPDVVTYNALINAFVKEGKFFEAEELYDE 350 

TY+SMI G C R +A Q+ M + SP++VT+N LI + K G + EL+ E 
Sbjct 2 64 VTYSSMINGLCKQSRLDEATQMFDSMGSKSFSPNIVTFNTLITGYCKAGMVDDGLELFCE 323 

Query 351 MLPRGI IPNTITYSSMIDGFCKQNRLDAAEHMFYLMATKGCSPNLITFNTLIDGYCGAKR 410 

M RGI+ N ITY ++I GF K ++ + +F M + G P+ IT ++ G + 
Sbjct 324 MGRRGIVANAITYITLIRGFRKVGNINGSLDIFQEMISSGVYPDTITIRNMLTGLWSKEE 383 

Query 411 IDDGMELLHEM 421 

+ + +L E+ 
Sbjct 384 LKRALAMLEEL 3 94 



Score = 118 bits (296), Expect = 3e-24 

Identities = 78/282 (27%), Positives = 130/282 (46%), Gaps = 12/282 (4%) 

Query 52 SGFHEIKGLEDAIDLFSDMLRSRPLPSVVDFCKLMGVVVRMERPDLVISLYQKMERKQIR 111 

+ GF +A L +ML + P VV F L+ +V+ + L Q+M + 

Sbjct 120 NGFCSSGKWSEAQRLLQEMLVRKISPDVVTFSGLINALVKEGDLNSAQDLLQEMISSGVC 179 

Query 112 CDIYSFNILIKCFCSCSKLPFALSTFGKITKL GLHPDVVTFTTLLHGLC 160 

+ + + N L+ C KL AL F + K G+ PDV T+ L+ GL 

Sbjct 180 PNVVTCNTLLDGLCDRGKLKDALEMFKAMQKSMMDIDATHAFNGVEPDVQTYNILISGLI 239 

Query 161 VEDRVSEALDFFHQMFETTCRPNVVTFTTLMNGLCREGRIVEAVALLDRMMEDGLQPTQI 22 0 

E + EA + + +M P+ VT+++++NGLC++ R+ EA + D M P + 

Sbjct 240 NEGKFLEAEELYEEMPHRGIVPDTVTYSSMINGLCKQSRLDEATQMFDSMGSKSFSPNIV 299 
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Query 221 TYGTIVDGMCKKGDTVSALNLLRKMEEVSHIIPNVVIYSAIIDSLCKDGRHSDAQNLFTE 280 

T+ T++ GCKG LL+M I+N+Y+I KG++ ++F E 

Sbjct 300 TFNTLITGYCKAGMVDDGLELFCEMGRRG-IVANAITYITLIRGFRKVGNINGSLDIFQE 358 

Query 281 MQEKGIFPDLFTYNSMIVGFCSSGRWSDAEQLLQEMLERKIS 322 

M G++PD T +M+ G S A +L+E+ +S 

Sbjct 359 MISS GVYPDT I T I RNMLTGLWSKEELKRALAMLEELQMSMVS 400 



• SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 

2 from Brown provisional No. 1 (60/305,026) 

o No significant similarity was found 

• SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 

3 from Brown provisional No. 1 (60/305,026) 

o No significant similarity was found 

• SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 

4 from Brown provisional No. 1 (60/305,026) 

o No significant similarity was found 

• SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 

5 from Brown provisional No. 1 (60/305,026) 

o No significant similarity was found 

• SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 

6 from Brown provisional No. 1 (60/305,026) 

o No significant similarity was found 

• SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 

7 from Brown provisional No. 1 (60/305,026) 

o No significant similarity was found 

• SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 

8 from Brown provisional No. 1 (60/305,026) 

o No significant similarity was found 

• SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 

9 from Brown provisional No. 1 (60/305,026) 

o No significant similarity was found 

• SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 

10 from Brown provisional No. 1 (60/305,026) 

o No significant similarity was found 
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SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 

1 1 from Brown provisional No. 1 (60/305,026) 

o No significant similarity was found 

SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 

12 from Brown provisional No. 1 (60/305,026) 

o No significant similarity was found 

SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 

13 from Brown provisional No. 1 (60/305,026) 

o No significant similarity was found 

SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 

14 from Brown provisional No. 1 (60/305,026) 

o No significant similarity was found 

SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 

15 from Brown provisional No. 1 (60/305,026) 

o No significant similarity was found 

SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 

16 from Brown provisional No. 1 (60/305,026) 

o No significant similarity was found 

SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 

17 from Brown provisional No. 1 (60/305,026) 

o No significant similarity was found 

SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 

18 from Brown provisional No. 1 (60/305,026) 

o No significant similarity was found 

SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 

19 from Brown provisional No. 1 (60/305,026) 

o No significant similarity was found 

SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 

20 from Brown provisional No. 1 (60/305,026) 

o No significant similarity was found 

SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 

21 from Brown provisional No. 1 (60/305,026) 

o No significant similarity was found 
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• SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 
22 from Brown provisional No. 1 (60/305,026) 

Score = 1179 bits (3049), Expect = 0.0 
Identities = 594/683 (86%), Positives = 628/683 (91%), Gaps = 6/683 (0%) 

Query 1 MLARVCGFKCSSSPAESAARLFCTRSIRDTLAKAS--GESCEAGFGGESLKLQSGFHEIK 58 

MLARVC F+ SSS + SAAR FCT SIR LA+ S GES EAGF GESLKL+SG +EIK 
Sbjct 1 MLARVCRFESSSSSSVSAARFFCTGSIRHALAEKSRDGESGEAGFRGESLKLRSGSYEIK 60 

Query 5 9 GLEDAIDLFSDMLRSRPLPSVVDFCKLMGVVVRMERPDLVISLYQKMERKQIRCDIYSFN 118 

GLEDAIDLFSDMLRSRPLPSV+DF KLMG VVRMERPDLVI SLYQKMERKQIRCDI YSF 
Sbjct 61 GLEDAIDLFSDMLRSRPLPSVIDFNKLMGAVVRMERPDLVISLYQKMERKQIRCDIYSFT 120 

Query 119 ILIKCFCSCSKLPFALSTFGKITKLGLHPDVVTFTTLLHGLCVEDRVSEALDFFHQMFET 178 

ILIKCFCSCSKLPFALSTFGK+TKLGLHPDVVTFTTLLHGLC++ RVSEALD FHQ+ 
Sbjct 121 ILIKCFCSCSKLPFALSTFGKLTKLGLHPDVVTFTTLLHGLCLDHRVSEALDLFHQI 177 

Query 17 9 TCRPNVVTFTTLMNGLCREGRIVEAVALLDRMMEDGLQPTQITYGTIVDGMCKKGDTVSA 238 

CRP+V+TFTTLMNGLCREGR+VEAVALLDRM+E+GLQP QITYGT VDGMCK GDTVSA 
Sbjct 178 -CRPDVLTFTTLMNGLCREGRVVEAVALLDRMVENGLQPDQITYGTFVDGMCKMGDTVSA 236 

Query 239 LNLLRKMEEVSHI IPNVVIYSAIIDSLCKDGRHSDAQNLFTEMQEKGIFPDLFTYNSMIV 298 

LNLLRKMEE+SHI PNVVIYSAIID LCKDGRHSD+ NLF EMQ+KGIFP++ TYN MI 
Sbjct 237 LNLLRKMEEISHIKPNVVIYSAIIDGLCKDGRHSDSHNLFIEMQDKGIFPNIVTYNCMIG 296 

Query 299 GFCSSGRWSDAEQLLQEMLERKISPDVVTYNALINAFVKEGKFFEAEELYDEMLPRGI IP 358 

GFC SGRWS A++LLQEMLERKISP+VVTYNALINAFVKEGKFFEA ELYDEMLPRGI I P 
Sbjct 297 GFCISGRWSAAQRLLQEMLERKISPNVVTYNALINAFVKEGKFFEAAELYDEMLPRGI IP 356 

Query 35 9 NTITYSSMIDGFCKQNRLDAAEHMFYLMATKGCSPNLITFNTLIDGYCGAKRIDDGMELL 418 

NTITY+SMIDGFCKQ+RLDAAE MFYLMATKGCSP++ TF TLIDGYCGAKRIDDGMELL 
Sbjct 357 NTITYNSMIDGFCKQDRLDAAEDMFYLMATKGCSPDVFTFTTLIDGYCGAKRIDDGMELL 416 

Query 419 HEMTETGLVADTTTYNTLIHGFYLVGDLNAALDLLQEMISSGLCPDIVTCDTLLDGLCDN 478 

HEM GLVA+T TYNTLIHGF LVGDLNAALDL Q+MISSG+CPDIVTC+TLLDGLCDN 
Sbjct 417 HEMPRRGLVANTVTYNTLIHGFCLVGDLNAALDLSQQMISSGVCPDIVTCNTLLDGLCDN 476 

Query 47 9 GKLKDALEMFKVMQKSKKDLDASHPFNGVEPDVQTYNILISGLINEGKFLEAEELYEEMP 538 

GKLKDALEMFK MQKSK DLDASHPFNGVEPDV TYNILI GLINEGKFLEAEELYEEMP 
Sbjct 477 GKLKDALEMFKAMQKSKMDLDASHPFNGVEPDVLTYNILICGLINEGKFLEAEELYEEMP 536 

Query 539 HRGIVPDTITYSSMIDGLCKQSRLDEATQMFDSMGSKSFSPNVVTFTTLINGYCKAGRVD 598 

HRGIVPDTITYSSMIDGLCKQSRLDEATQMF SMGSKSFSPNVVTF TLINGYCKAGRVD 
Sbjct 537 HRGIVPDTITYSSMIDGLCKQSRLDEATQMFVSMGSKSFSPNVVTFNTLINGYCKAGRVD 596 

Query 599 DGLELFCEMGRRGIVANAITYITLICGFRKVGNINGALDIFQEMISSGVYPDTITIRNML 658 

DGLELFCEMGRRGIVA+AI YITLI GFRKVGNINGALDI FQEMI S S GVYPDT I T I RNML 
Sbjct 5 97 DGLELFCEMGRRGIVADAI IYITLIYGFRKVGNINGALDIFQEMISSGVYPDTITIRNML 65 6 
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Query 659 TGLWSKEELKRAVAMLEKLQMSM 681 

TG WSKEEL+RAVAMLE LQMS+ 
Sbjct 657 TGFWSKEELERAVAMLEDLQMSV 67 9 

• SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 

23 from Brown provisional No. 1 (60/305,026) 

o No significant similarity was found 

• SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 

24 from Brown provisional No. 1 (60/305,026) 

Score = 1368 bits (3541), Expect = 0.0 
Identities = 681/681 (100%), Positives = 681/681 (100%), Gaps = 0/681 (0%) 

Query 1 MLARVCGFKCSSSPAESAARLFCTRSIRDTLAKASGESCEAGFGGESLKLQSGFHEIKGL 60 

MLARVCGFKCSSSPAESAARLFCTRSIRDTLAKASGESCEAGFGGESLKLQSGFHEIKGL 
Sbjct 84 MLARVCGFKCSSSPAESAARLFCTRSIRDTLAKASGESCEAGFGGESLKLQSGFHEIKGL 143 

Query 61 EDAIDLFSDMLRSRPLPSVVDFCKLMGVVVRMERPDLVISLYQKMERKQIRCDIYSFNIL 120 

EDAIDLFSDMLRSRPLPSVVDFCKLMGVVVRMERPDLVISLYQKMERKQIRCDIYSFNIL 
Sbjct 144 EDAIDLFSDMLRSRPLPSVVDFCKLMGVVVRMERPDLVISLYQKMERKQIRCDIYSFNIL 203 

Query 121 IKCFCSCSKLPFALSTFGKITKLGLHPDVVTFTTLLHGLCVEDRVSEALDFFHQMFETTC 180 

IKCFCSCSKLPFALSTFGKITKLGLHPDVVTFTTLLHGLCVEDRVSEALDFFHQMFETTC 
Sbjct 204 IKCFCSCSKLPFALSTFGKITKLGLHPDVVTFTTLLHGLCVEDRVSEALDFFHQMFETTC 263 

Query 181 RPNVVTFTTLMNGLCREGRIVEAVALLDRMMEDGLQPTQITYGTIVDGMCKKGDTVSALN 240 

RPNVVTFTTLMNGLCREGRIVEAVALLDRMMEDGLQPTQITYGTIVDGMCKKGDTVSALN 
Sbjct 2 64 RPNVVTFTTLMNGLCREGRIVEAVALLDRMMEDGLQPTQITYGTIVDGMCKKGDTVSALN 323 

Query 241 LLRKMEEVSHI IPNVVIYSAI IDSLCKDGRHSDAQNLFTEMQEKGIFPDLFTYNSMIVGF 300 

LLRKMEEVSHI IPNVVIYSAI IDSLCKDGRHSDAQNLFTEMQEKGIFPDLFTYNSMIVGF 
Sbjct 324 LLRKMEEVSHI IPNVVIYSAI IDS LCKDGRHSDAQNLFTEMQEKG I FPDLFTYNSMIVGF 383 

Query 301 CSSGRWSDAEQLLQEMLERKISPDVVTYNALINAFVKEGKFFEAEELYDEMLPRGI IPNT 360 

CSSGRWSDAEQLLQEMLERKISPDVVTYNALINAFVKEGKFFEAEELYDEMLPRGI IPNT 
Sbjct 384 CSSGRWSDAEQLLQEMLERKISPDVVTYNALINAFVKEGKFFEAEELYDEMLPRGI IPNT 443 

Query 361 ITYSSMIDGFCKQNRLDAAEHMFYLMATKGCSPNLITFNTLIDGYCGAKRIDDGMELLHE 420 

ITYSSMIDGFCKQNRLDAAEHMFYLMATKGCSPNLITFNTLIDGYCGAKRIDDGMELLHE 
Sbjct 444 ITYSSMIDGFCKQNRLDAAEHMFYLMATKGCSPNLITFNTLIDGYCGAKRIDDGMELLHE 503 

Query 421 MTETGLVADTTTYNTLIHGFYLVGDLNAALDLLQEMISSGLCPDIVTCDTLLDGLCDNGK 480 

MTETGLVADTTTYNTLIHGFYLVGDLNAALDLLQEMISSGLCPDIVTCDTLLDGLCDNGK 
Sbjct 504 MTETGLVADTTTYNTLIHGFYLVGDLNAALDLLQEMISSGLCPDIVTCDTLLDGLCDNGK 563 

Query 481 LKDALEMFKVMQKSKKDLDASHPFNGVEPDVQTYNILISGLINEGKFLEAEELYEEMPHR 54 0 

LKDALEMFKVMQKSKKDLDASHPFNGVEPDVQTYNILISGLINEGKFLEAEELYEEMPHR 
Sbjct 564 LKDALEMFKVMQKSKKDLDASHPFNGVEPDVQTYNILISGLINEGKFLEAEELYEEMPHR 623 
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Query 


541 


GIVPDTITYSSMIDGLCKQSRLDEATQMFDSMGSKSFSPNVVTFTTLINGYCKAGRVDDG 


600 






GIVPDTITYSSMIDGLCKQSRLDEATQMFDSMGSKSFSPNVVTFTTLINGYCKAGRVDDG 




Sbjct 


624 


GIVPDTITYSSMIDGLCKQSRLDEATQMFDSMGSKSFSPNVVTFTTLINGYCKAGRVDDG 


683 


Query 


601 


LELFCEMGRRGIVANAITYITLICGFRKVGNINGALDIFQEMISSGVYPDTITIRNMLTG 


660 






LELFCEMGRRGIVANAITYITLICGFRKVGNINGALDIFQEMISSGVYPDTITIRNMLTG 




Sbjct 


684 


LELFCEMGRRGIVANAITYITLICGFRKVGNINGALDIFQEMISSGVYPDTITIRNMLTG 


743 


Query 


661 


LWSKEELKRAVAMLEKLQMSM 681 








LWSKEELKRAVAMLEKLQMSM 




Sbjct 


744 


LWSKEELKRAVAMLEKLQMSM 7 64 





• SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 
25 from Brown provisional No. 1 (60/305,026) 

Score = 974 bits (2517), Expect = 0.0 
Identities = 510/688 (74%), Positives = 568/688 (82%), Gaps = 48/688 (6%) 

Query 1 MLARVCGFKCSSSPAESAARLFCTRSIRDTLAKASGESCEAGFGGESLKLQSGFHEIKGL 
MLARV SSSPA SAARLFCTRSIR LAK S + E+GFGGESLKL+SGFHEIKGL 

Sbj Ct 1 MLARVYRSGSSSSPAVSAARLFCTRSIRHALAKKSRDG-ESGFGGESLKLRSGFHEIKGL 

Query 61 EDAIDLFSDMLRSRPLPSVVDFCKLMGVVVRMERPDLVISLYQKMERKQIRCDIYSFNIL 
EDAIDLF DM+RSRPLPSV+DFCKLMGVVVRM R D+VISL++KME +++ C+ YSF IL 
Sbjct 60 EDAIDLFGDMVRSRPLPSVIDFCKLMGVVVRMGRLDVVISLHRKMEMRRVPCNAYSFTIL 

Query 121 IKCFCSCSKLPFALSTFGKITKLGLHPDVVTFTTLLHGLCVEDRVSEALDFFHQMFETTC 

+KCFCSCSKLPFALSTFGKITKLG FH 
Sbjct 120 MKCFCSCSKLPFALSTFGKITKLG FH 

Query 181 RPNVVTFTTLMNGLCREGRIVEAVALLDRMMEDGLQPTQITYGTIVDGMCKKGDTVSALN 

P VVTF+TL++GLC E RI EA+ L +M + P +T+ T+++G+C++G V A+ 
Sbjct 14 6 -PTVVTFSTLLHGLCVEDRISEALDLFHQMCK PN VVT F T T LMN G L C RE GRVVE A VA 

Query 241 LLRKMEEVSHI IPNVVIYSAI IDSLCKDGRHSDAQNLFTEMQEKG-IFPDLFTY N 

LL +M E + PN + Y I+D +CK G A NL +M+E I P++ + 
Sbjct 201 LLDRMLE-DGLQPNQITYGTIVDGMCKMGDTVSALNLLRKMEEVSHIKPNVVIWPLERRT 

Query 2 95 SMIVGFCSSGRWSDAEQLLQEMLERK-ISPDVVTYNALINAFVKEGKFFEAEELYDEMLP 
MI GFCSSGRWS+A+QLLQEMLERK ISPDVVTYNALINAFVKEGKFFEAEELYDEMLP 
Sbjct 2 60 CMINGFCSSGRWSEAQQLLQEMLERKKISPDVVTYNALINAFVKEGKFFEAEELYDEMLP 

Query 354 RGI IPNTITYSSMIDGFCKQNRLDAAEHMFYLMATKGCSPNLITFNTLIDGYCGAKRIDD 
RGI IP+TITYSSMIDGFCKQNRLDAAEHMFYLMATKGCSP++ITFNTLI GYC AKR+DD 
Sbjct 320 RGI IPSTITYSSMIDGFCKQNRLDAAEHMFYLMATKGCSPDI ITFNTLIAGYCRAKRVDD 

Query 414 GMELLHEMTETGLVADTTTYNTLIHGFYLVGDLNAALDLLQEMISSGLCPDIVTCDTLLD 
G++LLHEMTE GLVA+T TY TLIHGF VGDLNAA DLLQEM+SSG+CP++VTC+TLLD 
Sbjct 380 GIKLLHEMTEAGLVANTITYTTLIHGFCQVGDLNAAQDLLQEMVSSGVCPNVVTCNTLLD 



60 

59 

120 

119 

180 

145 

240 

200 

294 

259 

353 

319 

413 

379 

473 

439 
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Query 


474 


GLCDNGKLKDALEMFKVMQKSKKDLDASHPFNGVEPDVQTYNILISGLINEGKFLEAEEL 


533 






GLCDNGKLKDALEMFK MQKSK D+DASHPFNGVEPDVQTYNILISGLINEGKFLEAEEL 




Sb-ct 


440 


GLCDNGKLKDALEMFKAMQKSKMDIDASHPFNGVEPDVQTYNILISGLINEGKFLEAEEL 


499 


Query 


534 


YEEMPHRGIVPDTITYSSMIDGLCKQSRLDEATQMFDSMGSKSFSPNVVTFTTLINGYCK 


593 






YEEMPHRGIVPDTITY+S+I GLCKQSRLDEATQMFDSMGSKSFSPNVVTFTTLINGYCK 




Sbjct 


500 


YEEMPHRGIVPDTITYNSVIHGLCKQSRLDEATQMFDSMGSKSFSPNVVTFTTLINGYCK 


559 


Query 


594 


AGRVDDGLELFCEMGRRGIVANAITYITLICGFRKVGNINGALDIFQEMISSGVYPDTIT 


653 






AGRVDDGLELFCEMGRRGIVANAITYITLI GFRKVGNINGALDIFQEM++SGVYPDTIT 




Sbjct 


560 


AGRVDDGLELFCEMGRRGIVANAITYITLIHGFRKVGNINGALDIFQEMMASGVYPDTIT 


619 


Query 


654 


IRNMLTGLWSKEELKRAVAMLEKLQMSM 681 








IRNMLTGLWSKEELKRAVAMLE LQMS+ 




Sbjct 


620 


IRNMLTGLWSKEELKRAVAMLEDLQMSV 647 





• SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 

26 from Brown provisional No. 1 (60/305,026) 

o No significant similarity was found 

• SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 

27 from Brown provisional No. 1 (60/305,026) 

o No significant similarity was found 

• SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 

28 from Brown provisional No. 1 (60/305,026) 

o No significant similarity was found 

• SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 

29 from Brown provisional No. 1 (60/305,026) 

o No significant similarity was found 

• SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 

30 from Brown provisional No. 1 (60/305,026) 

o No significant similarity was found 

• SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 

31 from Brown provisional No. 1 (60/305,026) 

o No significant similarity was found 

• SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 

32 from Brown provisional No. 1 (60/305,026) 

o No significant similarity was found 

• SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 

33 from Brown provisional No. 1 (60/305,026) 

o No significant similarity was found 
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• SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 

34 from Brown provisional No. 1 (60/305,026) 

o No significant similarity was found 

• SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 

35 from Brown provisional No. 1 (60/305,026) 

o No significant similarity was found 

• SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 

36 from Brown provisional No. 1 (60/305,026) 

o No significant similarity was found 

• SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 

37 from Brown provisional No. 1 (60/305,026) 

o No significant similarity was found 

• SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 

38 from Brown provisional No. 1 (60/305,026) 

o No significant similarity was found 

• SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 

39 from Brown provisional No. 1 (60/305,026) 

o No significant similarity was found 

• SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 

40 from Brown provisional No. 1 (60/305,026) 

o No significant similarity was found 

• SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 

41 from Brown provisional No. 1 (60/305,026) 

o No significant similarity was found 

• SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against SEQ 4 
from Brown provisional No. 2 (60/305,363) 

Score = 1179 bits (3049), Expect = 0.0 
Identities = 594/683 (86%), Positives = 628/683 (91%), Gaps = 6/683 (0%) 

Query 1 MLARVCGFKCSSSPAESAARLFCTRSIRDTLAKAS--GESCEAGFGGESLKLQSGFHEIK 58 

MLARVC F+ SSS + SAAR FCT SIR LA+ S GES EAGF GESLKL+SG +EIK 
Sbjct 1 MLARVCRFESSSSSSVSAARFFCTGSIRHALAEKSRDGESGEAGFRGESLKLRSGSYEIK 60 

Query 5 9 GLEDAIDLFSDMLRSRPLPSVVDFCKLMGVVVRMERPDLVISLYQKMERKQIRCDIYSFN 118 

GLEDAIDLFSDMLRSRPLPSV+DF KLMG VVRMERPDLVISLYQKMERKQIRCDIYSF 
Sbjct 61 GLEDAIDLFSDMLRSRPLPSVIDFNKLMGAVVRMERPDLVISLYQKMERKQIRCDIYSFT 120 
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Query 119 ILIKCFCSCSKLPFALSTFGKITKLGLHPDVVTFTTLLHGLCVEDRVSEALDFFHQMFET 178 

ILIKCFCSCSKLPFALSTFGK+TKLGLHPDVVTFTTLLHGLC++ RVSEALD FHQ+ 
Sbjct 121 ILIKCFCSCSKLPFALSTFGKLTKLGLHPDVVTFTTLLHGLCLDHRVSEALDLFHQI 177 

Query 17 9 TCRPNVVTFTTLMNGLCREGRIVEAVALLDRMMEDGLQPTQITYGTIVDGMCKKGDTVSA 238 

CRP+V+TFTTLMNGLCREGR+VEAVALLDRM+E+GLQP QITYGT VDGMCK GDTVSA 
Sbjct 17 8 -CRPDVLTFTTLMNGLCREGRVVEAVALLDRMVENGLQPDQITYGTFVDGMCKMGDTVSA 23 6 

Query 239 LNLLRKMEEVSHI IPNVVIYSAI IDSLCKDGRHSDAQNLFTEMQEKGIFPDLFTYNSMIV 298 

LNLLRKMEE+SHI PNVVIYSAIID LCKDGRHSD+ NLF EMQ+KGIFP++ TYN MI 
Sbjct 237 LNLLRKMEEISHIKPNVVIYSAI IDGLCKDGRHSDSHNLFIEMQDKGIFPNIVTYNCMIG 296 

Query 299 GFCSSGRWSDAEQLLQEMLERKISPDVVTYNALINAFVKEGKFFEAEELYDEMLPRGI IP 358 

GFC SGRWS A++LLQEMLERKISP+VVTYNALINAFVKEGKFFEA ELYDEMLPRGI I P 
Sbjct 297 GFCISGRWSAAQRLLQEMLERKISPNVVTYNALINAFVKEGKFFEAAELYDEMLPRGI IP 356 

Query 35 9 NTITYSSMIDGFCKQNRLDAAEHMFYLMATKGCSPNLITFNTLIDGYCGAKRIDDGMELL 418 

NTITY+SMIDGFCKQ+RLDAAE MFYLMATKGCSP++ TF TLIDGYCGAKRIDDGMELL 
Sbjct 357 NTITYNSMIDGFCKQDRLDAAEDMFYLMATKGCSPDVFTFTTLIDGYCGAKRIDDGMELL 416 

Query 419 HEMTETGLVADTTTYNTLIHGFYLVGDLNAALDLLQEMISSGLCPDIVTCDTLLDGLCDN 478 

HEM GLVA+T TYNTLIHGF LVGDLNAALDL Q+MISSG+CPDIVTC+TLLDGLCDN 
Sbjct 417 HEMPRRGLVANTVTYNTLIHGFCLVGDLNAALDLSQQMISSGVCPDIVTCNTLLDGLCDN 476 

Query 47 9 GKLKDALEMFKVMQKSKKDLDASHPFNGVEPDVQTYNILISGLINEGKFLEAEELYEEMP 538 

GKLKDALEMFK MQKSK DLDASHPFNGVEPDV TYNILI GLINEGKFLEAEELYEEMP 
Sbjct 477 GKLKDALEMFKAMQKSKMDLDASHPFNGVEPDVLTYNILICGLINEGKFLEAEELYEEMP 536 

Query 539 HRGIVPDTITYSSMIDGLCKQSRLDEATQMFDSMGSKSFSPNVVTFTTLINGYCKAGRVD 598 

HRGIVPDTITYSSMIDGLCKQSRLDEATQMF SMGSKSFSPNVVTF TLINGYCKAGRVD 
Sbjct 537 HRGIVPDTITYSSMIDGLCKQSRLDEATQMFVSMGSKSFSPNVVTFNTLINGYCKAGRVD 596 

Query 599 DGLELFCEMGRRGIVANAITYITLICGFRKVGNINGALDIFQEMISSGVYPDTITIRNML 658 

DGLELFCEMGRRGIVA+AI YITLI GFRKVGNINGALDI FQEMI S SGVYPDT I T IRNML 
Sbjct 597 DGLELFCEMGRRGIVADAI I YITLI YGFRKVGNINGALDIFQEMIS SGVYPDT IT IRNML 656 

Query 659 TGLWSKEELKRAVAMLEKLQMSM 681 

TG WSKEEL+RAVAMLE LQMS+ 
Sbjct 657 TGFWSKEELERAVAMLEDLQMSV 67 9 

• SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against SEQ 5 
from Brown provisional No. 2 (60/305,363) 

core = 1368 bits (3541), Expect = 0.0 

Identities = 681/681 (100%), Positives = 681/681 (100%), Gaps = 0/681 (0%) 

Query 1 MLARVCGFKCSSSPAESAARLFCTRSIRDTLAKASGESCEAGFGGESLKLQSGFHEIKGL 60 

MLARVCGFKCSSSPAESAARLFCTRSIRDTLAKASGESCEAGFGGESLKLQSGFHEIKGL 
Sbjct 84 MLARVCGFKCSSSPAESAARLFCTRSIRDTLAKASGESCEAGFGGESLKLQSGFHEIKGL 143 
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Query 61 EDAIDLFSDMLRSRPLPSVVDFCKLMGVVVRMERPDLVISLYQKMERKQIRCDIYSFNIL 120 

EDAIDLFSDMLRSRPLPSVVDFCKLMGVVVRMERPDLVISLYQKMERKQIRCDIYSFNIL 
Sbjct 144 EDAIDLFSDMLRSRPLPSVVDFCKLMGVVVRMERPDLVISLYQKMERKQIRCDIYSFNIL 203 

Query 121 IKCFCSCSKLPFALSTFGKITKLGLHPDVVTFTTLLHGLCVEDRVSEALDFFHQMFETTC 180 

IKCFCSCSKLPFALSTFGKITKLGLHPDVVTFTTLLHGLCVEDRVSEALDFFHQMFETTC 
Sbjct 204 IKCFCSCSKLPFALSTFGKITKLGLHPDVVTFTTLLHGLCVEDRVSEALDFFHQMFETTC 263 

Query 181 RPNVVTFTTLMNGLCREGRIVEAVALLDRMMEDGLQPTQITYGTIVDGMCKKGDTVSALN 240 

RPNVVTFTTLMNGLCREGRIVEAVALLDRMMEDGLQPTQITYGTIVDGMCKKGDTVSALN 
Sbjct 2 64 RPNVVTFTTLMNGLCREGRIVEAVALLDRMMEDGLQPTQITYGTIVDGMCKKGDTVSALN 323 

Query 241 LLRKMEEVSHI IPNVVIYSAI IDSLCKDGRHSDAQNLFTEMQEKGIFPDLFTYNSMIVGF 300 

LLRKMEEVSHI IPNVVIYSAI IDSLCKDGRHSDAQNLFTEMQEKGIFPDLFTYNSMIVGF 
Sbjct 324 LLRKMEEVSHI IPNVVIYSAI IDS LCKDGRHSDAQNLFTEMQEKG I FPDLFTYNSMIVGF 383 

Query 301 CSSGRWSDAEQLLQEMLERKISPDVVTYNALINAFVKEGKFFEAEELYDEMLPRGI IPNT 360 

CSSGRWSDAEQLLQEMLERKISPDVVTYNALINAFVKEGKFFEAEELYDEMLPRGI IPNT 
Sbjct 384 CSSGRWSDAEQLLQEMLERKISPDVVTYNALINAFVKEGKFFEAEELYDEMLPRGI IPNT 443 

Query 361 ITYSSMIDGFCKQNRLDAAEHMFYLMATKGCSPNLITFNTLIDGYCGAKRIDDGMELLHE 420 

ITYSSMIDGFCKQNRLDAAEHMFYLMATKGCSPNLITFNTLIDGYCGAKRIDDGMELLHE 
Sbjct 444 ITYSSMIDGFCKQNRLDAAEHMFYLMATKGCSPNLITFNTLIDGYCGAKRIDDGMELLHE 503 

Query 421 MTETGLVADTTTYNTLIHGFYLVGDLNAALDLLQEMISSGLCPDIVTCDTLLDGLCDNGK 480 

MTETGLVADTTTYNTLIHGFYLVGDLNAALDLLQEMISSGLCPDIVTCDTLLDGLCDNGK 
Sbjct 504 MTETGLVADTTTYNTLIHGFYLVGDLNAALDLLQEMISSGLCPDIVTCDTLLDGLCDNGK 563 

Query 481 LKDALEMFKVMQKSKKDLDASHPFNGVEPDVQTYNILISGLINEGKFLEAEELYEEMPHR 54 0 

LKDALEMFKVMQKSKKDLDASHPFNGVEPDVQTYNILISGLINEGKFLEAEELYEEMPHR 
Sbjct 564 LKDALEMFKVMQKSKKDLDASHPFNGVEPDVQTYNILISGLINEGKFLEAEELYEEMPHR 623 

Query 541 GIVPDTITYSSMIDGLCKQSRLDEATQMFDSMGSKSFSPNVVTFTTLINGYCKAGRVDDG 600 

GIVPDTITYSSMIDGLCKQSRLDEATQMFDSMGSKSFSPNVVTFTTLINGYCKAGRVDDG 
Sbjct 624 GIVPDTITYSSMIDGLCKQSRLDEATQMFDSMGSKSFSPNVVTFTTLINGYCKAGRVDDG 683 

Query 601 LELFCEMGRRGIVANAITYITLICGFRKVGNINGALDIFQEMISSGVYPDTITIRNMLTG 660 

LELFCEMGRRGIVANAITYITLICGFRKVGNINGALDIFQEMISSGVYPDTITIRNMLTG 
Sbjct 684 LELFCEMGRRGIVANAITYITLICGFRKVGNINGALDIFQEMISSGVYPDTITIRNMLTG 743 

Query 6 61 LWSKEELKRAVAMLEKLQMSM 681 

LWSKEELKRAVAMLEKLQMSM 
Sbjct 744 LWSKEELKRAVAMLEKLQMSM 7 64 

• SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against SEQ 6 
from Brown provisional No. 2 (60/305,363) 

Score = 974 bits (2517), Expect = 0.0 
Identities = 510/688 (74%), Positives = 568/688 (82%), Gaps = 48/688 (6%) 
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Query 1 MLARVCGFKCSSSPAESAARLFCTRSIRDTLAKASGESCEAGFGGESLKLQSGFHEIKGL 60 

MLARV SSSPA SAARLFCTRSIR LAK S + E+GFGGESLKL+SGFHEIKGL 

Sbjct 1 MLARVYRSGSSSSPAVSAARLFCTRSIRHALAKKSRDG-ESGFGGESLKLRSGFHEIKGL 5 9 

Query 61 EDAIDLFSDMLRSRPLPSVVDFCKLMGVVVRMERPDLVISLYQKMERKQIRCDIYSFNIL 120 

EDAIDLF DM+RSRPLPSV+DFCKLMGVVVRM R D+VISL++KME +++ C+ YSF IL 
Sbjct 60 EDAIDLFGDMVRSRPLPSVIDFCKLMGVVVRMGRLDVVISLHRKMEMRRVPCNAYSFTIL 119 

Query 121 IKCFCSCSKLPFALSTFGKITKLGLHPDVVTFTTLLHGLCVEDRVSEALDFFHQMFETTC 180 

+KCFCSCSKLPFALSTFGKITKLG FH 
Sbjct 120 MKCFCSCSKLPFALSTFGKITKLG FH 145 

Query 181 RPNVVTFTTLMNGLCREGRIVEAVALLDRMMEDGLQPTQITYGTIVDGMCKKGDTVSALN 240 

P VVTF+TL++GLC E RI EA+ L +M + P +T+ T+++G+C++G V A+ 
Sbjct 146 -PTVVTFSTLLHGLCVEDRISEALDLFHQMCK PNVVTFTTLMNGLCREGRVVEAVA 200 

Query 241 LLRKMEEVSHI IPNVVIYSAI IDSLCKDGRHSDAQNLFTEMQEKG-IFPDLFTY N 294 

LL +M E + PN + Y I+D +CK G A NL +M+E I P++ + 
Sbjct 201 LLDRMLE-DGLQPNQITYGTIVDGMCKMGBTVSALNLLRKMEEVSHIKPNVVIWPLERRT 259 

Query 2 95 SMIVGFCSSGRWSDAEQLLQEMLERK-ISPDVVTYNALINAFVKEGKFFEAEELYDEMLP 353 

MI GFCSSGRWS+A+QLLQEMLERK ISPDVVTYNALINAFVKEGKFFEAEELYDEMLP 
Sbjct 2 60 CMINGFCSSGRWSEAQQLLQEMLERKKISPDVVTYNALINAFVKEGKFFEAEELYDEMLP 319 

Query 354 RGI IPNTITYSSMIDGFCKQNRLDAAEHMFYLMATKGCSPNLITFNTLIDGYCGAKRIDD 413 

RGI IP+TITYSSMIDGFCKQNRLDAAEHMFYLMATKGCSP++ITFNTLI GYC AKR+DD 
Sbjct 320 RGI IPSTITYSSMIDGFCKQNRLDAAEHMFYLMATKGCSPDIITFNTLIAGYCRAKRVDD 379 

Query 414 GMELLHEMTETGLVADTTTYNTLIHGFYLVGDLNAALDLLQEMISSGLCPDIVTCDTLLD 473 

G++LLHEMTE GLVA+T TY TLIHGF VGDLNAA DLLQEM+SSG+CP++VTC+TLLD 
Sbjct 380 GIKLLHEMTEAGLVANTITYTTLIHGFCQVGDLNAAQDLLQEMVSSGVCPNVVTCNTLLD 439 

Query 474 GLCDNGKLKDALEMFKVMQKSKKDLDASHPFNGVEPDVQTYNILISGLINEGKFLEAEEL 533 

GLCDNGKLKDALEMFK MQKSK D+DASHPFNGVEPDVQTYNILISGLINEGKFLEAEEL 
Sbjct 440 GLCDNGKLKDALEMFKAMQKSKMDIDASHPFNGVEPDVQTYNILISGLINEGKFLEAEEL 499 

Query 534 YEEMPHRGIVPDTITYSSMIDGLCKQSRLDEATQMFDSMGSKSFSPNVVTFTTLINGYCK 5 93 

YEEMPHRGIVPDTITY+S+I GLCKQSRLDEATQMFDSMGSKSFSPNVVTFTTLINGYCK 
Sbjct 500 YEEMPHRGIVPDTITYNSVIHGLCKQSRLDEATQMFDSMGSKSFSPNVVTFTTLINGYCK 559 

Query 594 AGRVDDGLELFCEMGRRGIVANAITYITLICGFRKVGNINGALDIFQEMISSGVYPDTIT 653 

AGRVDDGLELFCEMGRRGIVANAITYITLI GFRKVGNINGALDIFQEM++SGVYPDTIT 
Sbjct 560 AGRVDDGLELFCEMGRRGIVANAITYITLIHGFRKVGNINGALDIFQEMMASGVYPDTIT 619 

Query 654 IRNMLTGLWSKEELKRAVAMLEKLQMSM 681 

IRNMLTGLWSKEELKRAVAMLE LQMS+ 
Sbjct 62 0 IRNMLTGLWSKEELKRAVAMLEDLQMSV 647 

• SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 
1 from Brown provisional No. 3 (60/308,736) 
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Score = 521 bits (1341), Expect = 2e-145 
Identities = 261/395 (66%), Positives = 311/395 (78%), Gaps = 1/395 (0%) 

Query 288 PDLFTYNSMIVGFCSSGRWSDAEQLLQEMLERKISPDVVTYNALINAFVKEGKFFEAEEL 347 

P++ T+ +++ G C GR +A LL M+E + P+ +TY +++ KG A L 
Sbjct 4 PNVVTFTTLMNGLCREGRVVEAVALLDRMVEDGLQPNQITYGTIVDGMCKMGDTVSALNL 63 

Query 348 YDEMLPRGI I-PNTITYSSMIDGFCKQNRLDAAEHMFYLMATKGCSPNLITFNTLIDGYC 406 

+M I P+ + YS++IDG K R A+++F M KG P+++T++ +I+G+C 

Sbjct 64 LRKMEELSHIKPDVVIYSAI IDGLWKDGRHTDAQNLFIEMQDKGIFPDIVTYSCMINGFC 123 

Query 407 GAKRIDDGMELLHEMTETGLVADTTTYNTLIHGFYLVGDLNAALDLLQEMISSGLCPDI V 466 

+ + + LL EM + D T++ LI+ GDLN+A DLLQEMISSG+CP++V 

Sbjct 124 SSGKWSEAQRLLQEMLVRKISPDVVTFSGLINALVKEGDLNSAQDLLQEMISSGVCPNVV 183 

Query 4 67 TCDTLLDGLCDNGKLKDALEMFKVMQKSKKDLDASHPFNGVEPDVQTYNILISGLINEGK 52 6 

TC+TLLDGLCD GKLKDALEMFK MQKS D+DA+H FNGVEPDVQTYNILISGLINEGK 
Sbjct 184 TCNTLLDGLCDRGKLKDALEMFKAMQKSMMDIDATHAFNGVEPDVQTYNILISGLINEGK 243 

Query 527 FLEAEELYEEMPHRGIVPDTITYSSMIDGLCKQSRLDEATQMFDSMGSKSFSPNVVTFTT 58 6 

FLEAEELYEEMPHRGIVPDT+TYSSMI+GLCKQSRLDEATQMFDSMGSKSFSPN+VTF T 
Sbjct 244 FLEAEELYEEMPHRGIVPDTVTYSSMINGLCKQSRLDEATQMFDSMGSKSFSPNIVTFNT 303 

Query 587 LINGYCKAGRVDDGLELFCEMGRRGIVANAITYITLICGFRKVGNINGALDIFQEMISSG 64 6 

LI GYCKAG VDDGLELFCEMGRRGIVANAITYITLI GFRKVGNING+LDIFQEMISSG 
Sbjct 304 LITGYCKAGMVDDGLELFCEMGRRGIVANAITYITLIRGFRKVGNINGSLDIFQEMISSG 363 

Query 647 VYPDT I T I RNMLTGLWSKEELKRAVAMLEKLQMSM 681 

VYPDTITIRNMLTGLWSKEELKRA+AMLE+LQMSM 
Sbjct 364 VYPDTITIRNMLTGLWSKEELKRALAMLEELQMSM 398 



Score = 394 bits (1012), Expect = 2e-107 

Identities = 208/404 (51%), Positives = 265/404 (65%), Gaps = 22/404 (5%) 

Query 180 CRPNVVTFTTLMNGLCREGRI VEAVALLDRMMEDGLQPTQITYGTIVDGMCKKGDTVSAL 239 

C+PNVVTFTTLMNGLCREGR+VEAVALLDRM+EDGLQP QITYGTIVDGMCK GDTVSAL 
Sbjct 2 CKPNVVTFTTLMNGLCREGRVVEAVALLDRMVEDGLQPNQITYGTIVDGMCKMGDTVSAL 61 

Query 240 NLLRKMEEVSHI IPNVVIYSAI IDSLCKDGRHSDAQNLFTEMQEKGIFPDLFTYNSMIVG 299 

NLLRKMEE+SHI P+VVIYSAIID L KDGRH+DAQNLF EMQ+KGIFPD+ TY+ MI G 
Sbjct 62 NLLRKMEELSHIKPDVVIYSAI IDGLWKDGRHTDAQNLFIEMQDKGIFPDIVTYSCMING 121 

Query 300 FCSSGRWSDAEQLLQEMLERKISPDVVTYNALINAFVKEGKFFEAEELYDEMLPRGI IPN 359 

FCSSG+WS+A++LLQEML RKISPDVVT++ LINA VKEG A++L EM+ G+ PN 
Sbjct 122 FCSSGKWSEAQRLLQEMLVRKISPDVVTFSGLINALVKEGDLNSAQDLLQEMISSGVCPN 181 

Query 360 TITYSSMI DGFCKQNRLDAAEHMFYLM ATKGCSPNLITFNTLIDGYCGA 408 

+T ++++DG C + +L A MF M AG P++ T+N LI G 

Sbjct 182 VVTCNTLLDGLCDRGKLKDALEMFKAMQKSMMDIDATHAFNGVEPDVQTYNILISGLINE 241 
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Query 409 KRIDDGMELLHEMTETGLVADTTTYNTLIHGFYLVGDLNAALDLLQEMISSGLCPDIVTC 468 

+ + EL EM G+V DT TY+++I+G L+ A + MS P+IVT 

Sbjct 242 GKFLEAEELYEEMPHRGIVPDTVTYSSMINGLCKQSRLDEATQMFDSMGSKSFSPNIVTF 301 

Query 469 DTLLDGLCDNGKLKDALEMFKVMQKSKKDLDASHPFNGVEPDVQTYNILISGLINEGKFL 528 

+ TL+ G C G + D LE + F M + G+ + TY LI G G 

Sbjct 302 NTLITGYCKAGMVDDGLELFCEMGR RG I VANA I T Y I T L I RGFRKVGN I N 350 

Query 52 9 EAEELYEEMPHRGIVPDTITYSSMIDGLCKQSRLDEATQMFDSM 572 

+ ++++EM G+ PDTIT +M+ GL + L A M + + 
Sbjct 351 GS LD I FQEMI S S GVYPDT I T I RNMLTGLWSKEELKRALAMLEEL 394 



Score = 300 bits (767), Expect = 6e-79 

Identities = 166/395 (42%), Positives = 229/395 (57%), Gaps = 48/395 (12%) 



Query 


147 


Sbjct 


4 


Query 


207 


Sbjct 


64 


Query 


266 


Sbjct 


123 


Query 


319 


Sbjct 


183 


Query 


340 


Sbjct 


243 


Query 


400 


Sbjct 


303 


Query 


460 


Sbjct 


363 



PDVVTFTTLLHGLCVEDRVSEALDFFHQMFETTCRPNVVTFTTLMNGLCREGRIVEAVAL 2 0 6 
P+VVTFTTL++GLC E RV EA+ +M E +PN +T+ T+++G+C+ G V A+ L 

PNVVTFTTLMNGLCREGRVVEAVALLDRMVEDGLQPNQITYGTIVDGMCKMGDTVSALNL 63 

LDRMME-DGLQPTQITYGTIVDGMCKKGDTVSALNLLRKMEEVSHI IPNVVIYSAI IDSL 2 65 
L +M E ++P + Y I+DG+ KG A NL +M++ I P++V YS +1+ 

LRKMEELSHIKPDVVIYSAI IDGLWKDGRHTDAQNLFIEMQD-KGIFPDIVTYSCMINGF 122 

CKDGRHSDAQNLFTEMQEKGIFPDLFTYNSMIVGFCSSGRWSDAEQLLQEMLE 318 

C G+ S+AQ L EM + I PD+ T++ +1 G + A+ LLQEM+ 

CSSGKWSEAQRLLQEMLVRKISPDVVTFSGLINALVKEGDLNSAQDLLQEMISSGVCPNV 182 

RKISPDVVTYNALINAFVKEG 339 

+ PDV TYN LI+ + EG 

VTCNTLLDGLCDRGKLKDALEMFKAMQKSMMDIDATHAFNGVEPDVQTYNILISGLINEG 242 

KFFEAEELYDEMLPRGI IPNTITYSSMIDGFCKQNRLDAAEHMFYLMATKGCSPNLITFN 399 
KF EAEELY+EM RGI+P+T+TYSSMI+G CKQ+RLD A MF M +K SPN++TFN 

KFLEAEELYEEMPHRGIVPDTVTYSSMINGLCKQSRLDEATQMFDSMGSKSFSPNIVTFN 302 

TLIDGYCGAKRIDDGMELLHEMTETGLVADTTTYNTLIHGFYLVGDLNAALDLLQEMISS 45 9 
TLI GYC A +DDG+EL EM G+VA+ TY TLI GF VG++N +LD+ QEMISS 

TLITGYCKAGMVDDGLELFCEMGRRGIVANAITYITLIRGFRKVGNINGSLDIFQEMISS 3 62 



GLCPDIVTCDTLLDGLCDNGKLKDALEMFKVMQKS 
G+ PD +T +L GL +LK AL M + +Q S 
GVYPDT I TIRNMLTGLWSKEELKRALAMLEELQMS 



494 
397 



Score = 216 bits (551), Expect = 7e-54 
Identities = 120/392 (30%), Positives = 214/392 (54%), Gaps = 13/392 (3%) 
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Query 7 7 PSVVDFCKLMGVVVRMERPDLVISLYQKMERKQIRCDIYSFNILIKCFCSCSKLPFALST 13 6 

P+VV F LM + R R ++L +M ++ + ++ ++ C AL+ 
Sbjct 4 PNVVTFTTLMNGLCREGRVVEAVALLDRMVEDGLQPNQITYGTIVDGMCKMGDTVSALNL 63 

Query 137 FGKITKLG-LHPDVVTFTTLLHGLCVEDRVSEALDFFHQMFETTCRPNVVTFTTLMNGLC 195 

K+ +L + PDVV ++ ++ GL + R ++A + F +M + P++VT++ ++NG C 
Sbjct 64 LRKMEELSHIKPDVVIYSAIIDGLWKDGRHTDAQNLFIEMQDKGIFPDIVTYSCMINGFC 123 

Query 196 REGRIVEAVALLDRMMEDGLQPTQITYGTIVDGMCKKGDTVSALNLLRKMEEVSHI IPNV 255 

G+ EA LL M+ + P +T+ +++ + K+GD SA +LL++M S + PNV 
Sbjct 124 SSGKWSEAQRLLQEMLVRKISPDVVTFSGLINALVKEGDLNSAQDLLQEMIS-SGVCPNV 182 

Query 256 VIYSAI IDSLCKDGRHSDAQNLFTEMQE KGIFPDLFTYNSMIVGFCSSG 304 

V + + + D LC G+ DA +F MQ+ G+ PD+ TYN +1 G + G 

Sbjct 183 VTCNTLLDGLCDRGKLKDALEMFKAMQKSMMDIDATHAFNGVEPDVQTYNILISGLINEG 242 

Query 305 RWSDAEQLLQEMLERKISPDVVTYNALINAFVKEGKFFEAEELYDEMLPRGI IPNTITYS 364 

++ +AE+L +EM R I PD VTY+++IN K+ + EA +++D M + PN +T++ 
Sbjct 243 KFLEAEELYEEMPHRGIVPDTVTYSSMINGLCKQSRLDEATQMFDSMGSKSFSPNIVTFN 302 

Query 365 SMIDGFCKQNRLDAAEHMFYLMATKGCSPNLITFNTLIDGYCGAKRIDDGMELLHEMTET 424 

++I G+CK +D +F M +G N IT+ TLI G+ 1+ +++ EM + 

Sbjct 303 TLITGYCKAGMVDDGLELFCEMGRRGIVANAITYITLIRGFRKVGNINGSLDIFQEMISS 362 

Query 425 GLVADTTTYNTLIHGFYLVGDLNAALDLLQEM 456 

G+ DT T ++ G + +L AL +L+E+ 
Sbjct 363 GVYPDTITIRNMLTGLWSKEELKRALAMLEEL 394 



Score = 193 bits (491), Expect = 6e-47 

Identities = 109/371 (29%), Positives = 193/371 (52%), Gaps = 11/371 (2%) 

Query 62 DAIDLFSDMLRSRPLPSVVDFCKLMGVVVRMERPDLVISLYQKMER-KQIRCDIYSFNIL 120 

+A+ L M+ P+ + + ++ + +M ++L +KME 1+ D+ ++ + 

Sbjct 24 EAVALLDRMVEDGLQPNQITYGTIVDGMCKMGDTVSALNLLRKMEELSHIKPDVVIYSAI 83 

Query 121 IKCFCSCSKLPFALSTFGKITKLGLHPDVVTFTTLLHGLCVEDRVSEALDFFHQMFETTC 180 

I + A + F ++ G+ PD+VT++ +++G C + SEA +M 

Sbjct 84 IDGLWKDGRHTDAQNLFIEMQDKGIFPDIVTYSCMINGFCSSGKWSEAQRLLQEMLVRKI 143 

Query 181 RPNVVTFTTLMNGLCREGRIVEAVALLDRMMEDGLQPTQITYGTIVDGMCKKGDTVSALN 24 0 

P+VVTF+ L+N L +EG + A LL M+ G+ P +T T++DG+C +G AL 
Sbjct 144 SPDVVTFSGLINALVKEGDLNSAQDLLQEMISSGVCPNVVTCNTLLDGLCDRGKLKDALE 203 

Query 241 LLRKME EVSH I IPNVVIYSAIIDSLCKDGRHSDAQNLFTEMQEKGIFPDL 290 

+ + M+ + +H + P+V Y+ +1 L +G+ +A+ L+ EM +GI PD 

Sbjct 204 MFKAMQKSMMDIDATHAFNGVEPDVQTYNILISGLINEGKFLEAEELYEEMPHRGIVPDT 263 

Query 2 91 FTYNSMIVGFCSSGRWSDAEQLLQEMLERKISPDVVTYNALINAFVKEGKFFEAEELYDE 350 

TY+SMI G C R +A Q+ M + SP++VT+N LI + K G + EL+ E 
Sbjct 2 64 VTYSSMINGLCKQSRLDEATQMFDSMGSKSFSPNIVTFNTLITGYCKAGMVDDGLELFCE 323 
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Query 351 MLPRGI IPNTITYSSMIDGFCKQNRLDAAEHMFYLMATKGCSPNLITFNTLIDGYCGAKR 410 

M RGI+ N ITY ++I GF K ++ + +F M + G P+ IT ++ G + 
Sbjct 324 MGRRGIVANAITYITLIRGFRKVGNINGSLDIFQEMISSGVYPDTITIRNMLTGLWSKEE 383 

Query 411 IDDGMELLHEM 421 

+ + +L E+ 
Sbjct 384 LKRALAMLEEL 3 94 



Score = 118 bits (296), Expect = 3e-24 

Identities = 78/282 (27%), Positives = 130/282 (46%), Gaps = 12/282 (4%) 

Query 52 SGFHEIKGLEDAIDLFSDMLRSRPLPSVVDFCKLMGVVVRMERPDLVISLYQKMERKQIR 111 

+ GF +A L +ML + P VV F L+ +V+ + L Q+M + 

Sbjct 120 NGFCSSGKWSEAQRLLQEMLVRKISPDVVTFSGLINALVKEGDLNSAQDLLQEMISSGVC 179 

Query 112 CDIYSFNILIKCFCSCSKLPFALSTFGKITKL GLHPDVVTFTTLLHGLC 160 

++ + N L+ C KL AL F + K G+ PDV T+ L+ GL 

Sbjct 180 PNVVTCNTLLDGLCDRGKLKDALEMFKAMQKSMMDIDATHAFNGVEPDVQTYNILISGLI 239 

Query 161 VEDRVSEALDFFHQMFETTCRPNVVTFTTLMNGLCREGRIVEAVALLDRMMEDGLQPTQI 22 0 

E + EA + + +M P+ VT+++++NGLC++ R+ EA + D M P + 

Sbjct 240 NEGKFLEAEELYEEMPHRGIVPDTVTYSSMINGLCKQSRLDEATQMFDSMGSKSFSPNIV 299 

Query 221 TYGTIVDGMCKKGDTVSALNLLRKMEEVSHIIPNVVIYSAIIDSLCKDGRHSDAQNLFTE 280 

T+ T++ GCKG LL+M I+N+Y+I KG++ ++F E 

Sbjct 300 TFNTLITGYCKAGMVDDGLELFCEMGRRG-IVANAITYITLIRGFRKVGNINGSLDIFQE 358 

Query 281 MQEKGIFPDLFTYNSMIVGFCSSGRWSDAEQLLQEMLERKIS 322 

M G++PD T +M+ G S A +L+E+ +S 

Sbjct 359 MISS GVYPDT I T I RNMLTGLWSKEELKRALAMLEELQMSMVS 400 

• SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 

2 from Brown provisional No. 3 (60/308,736) 

o No significant similarity was found 

• SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 

3 from Brown provisional No. 3 (60/308,736) 

o No significant similarity was found 

• SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 

4 from Brown provisional No. 3 (60/308,736) 

o No significant similarity was found 

• SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 

5 from Brown provisional No. 3 (60/308,736) 

o No significant similarity was found 
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• SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 

6 from Brown provisional No. 3 (60/308,736) 

o No significant similarity was found 

• SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 

7 from Brown provisional No. 3 (60/308,736) 

o No significant similarity was found 

• SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 

8 from Brown provisional No. 3 (60/308,736) 

o No significant similarity was found 

• SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 

9 from Brown provisional No. 3 (60/308,736) 

o No significant similarity was found 

• SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 

10 from Brown provisional No. 3 (60/308,736) 

o No significant similarity was found 

• SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 

1 1 from Brown provisional No. 3 (60/308,736) 

o No significant similarity was found 

• SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 

12 from Brown provisional No. 3 (60/308,736) 

o No significant similarity was found 

• SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 

13 from Brown provisional No. 3 (60/308,736) 

o No significant similarity was found 

• SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 

14 from Brown provisional No. 3 (60/308,736) 

o No significant similarity was found 

• SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 

15 from Brown provisional No. 3 (60/308,736) 

o No significant similarity was found 

• SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 

16 from Brown provisional No. 3 (60/308,736) 

o No significant similarity was found 
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• SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 

17 from Brown provisional No. 3 (60/308,736) 

o No significant similarity was found 

• SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 

18 from Brown provisional No. 3 (60/308,736) 

o No significant similarity was found 

• SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 

19 from Brown provisional No. 3 (60/308,736) 

o No significant similarity was found 

• SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 

20 from Brown provisional No. 3 (60/308,736) 

o No significant similarity was found 

• SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 

21 from Brown provisional No. 3 (60/308,736) 

o No significant similarity was found 

• SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 

22 from Brown provisional No. 3 (60/308,736) 

o No significant similarity was found 

• SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 

23 from Brown provisional No. 3 (60/308,736) 

o No significant similarity was found 

• SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 

24 from Brown provisional No. 3 (60/308,736) 



Score = 1179 bits (3049), Expect = 0.0 
Identities = 594/683 (86%), Positives = 628/683 (91%), Gaps = 6/683 (0%) 



Query 


1 


MLARVCGFKCSSSPAESAARLFCTRSIRDTLAKAS--GESCEAGFGGESLKLQSGFHEIK 


58 






MLARVC F+ SSS + SAAR FCT SIR LA+ S GES EAGF GESLKL+SG +EIK 




Sbjct 


1 


MLARVCRFESSSSSSVSAARFFCTGSIRHALAEKSRDGESGEAGFRGESLKLRSGSYEIK 


60 


Query 


59 


GLEDAIDLFSDMLRSRPLPSVVDFCKLMGVVVRMERPDLVISLYQKMERKQIRCDIYSFN 


118 






GLEDAIDLFSDMLRSRPLPSV+DF KLMG VVRMERPDLVISLYQKMERKQIRCDIYSF 




Sbjct 


61 


GLEDAIDLFSDMLRSRPLPSVIDFNKLMGAVVRMERPDLVISLYQKMERKQIRCDIYSFT 


120 


Query 


119 


ILIKCFCSCSKLPFALSTFGKITKLGLHPDVVTFTTLLHGLCVEDRVSEALDFFHQMFET 


178 






ILIKCFCSCSKLPFALSTFGK+TKLGLHPDVVTFTTLLHGLC++ RVSEALD FHQ+ 




Sbjct 


121 


ILIKCFCSCSKLPFALSTFGKLTKLGLHPDVVTFTTLLHGLCLDHRVSEALDLFHQI 


177 
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Query 17 9 TCRPNVVTFTTLMNGLCREGRIVEAVALLDRMMEDGLQPTQITYGTIVDGMCKKGDTVSA 
CRP+V+TFTTLMNGLCREGR+VEAVALLDRM+E+GLQP QITYGT VDGMCK GDTVSA 
Sbjct 17 8 -CRPDVLTFTTLMNGLCREGRVVEAVALLDRMVENGLQPDQITYGTFVDGMCKMGDTVSA 

Query 23 9 LNLLRKMEEVSHI IPNVVIYSAI IDSLCKDGRHSDAQNLFTEMQEKGIFPDLFTYNSMIV 

LNLLRKMEE+SHI PNVVIYSAIID LCKDGRHSD+ NLF EMQ+KGIFP++ TYN MI 
Sbjct 237 LNLLRKMEEISHIKPNVVIYSAI IDGLCKDGRHSDSHNLFIEMQDKGIFPNIVTYNCMIG 

Query 2 99 GFCSSGRWSDAEQLLQEMLERKISPDVVTYNALINAFVKEGKFFEAEELYDEMLPRGI IP 
GFC SGRWS A++LLQEMLERKISP+VVTYNALINAFVKEGKFFEA ELYDEMLPRGI I P 
Sbjct 2 97 GFCISGRWSAAQRLLQEMLERKISPNVVTYNALINAFVKEGKFFEAAELYDEMLPRGI IP 

Query 35 9 NTITYSSMIDGFCKQNRLDAAEHMFYLMATKGCSPNLITFNTLIDGYCGAKRIDDGMELL 
NTITY+SMIDGFCKQ+RLDAAE MFYLMATKGCSP++ TF TLIDGYCGAKRIDDGMELL 
Sbj ct 357 NTITYNSMIDGFCKQDRLDAAEDMFYLMATKGCSPDVFTFTTLIDGYCGAKRIDDGMELL 

Query 419 HEMTETGLVADTTTYNTLIHGFYLVGDLNAALDLLQEMISSGLCPDIVTCDTLLDGLCDN 
HEM GLVA+T TYNTLIHGF LVGDLNAALDL Q+MISSG+CPDIVTC+TLLDGLCDN 
Sbjct 417 HEMPRRGLVANTVTYNTLIHGFCLVGDLNAALDLSQQMISSGVCPDIVTCNTLLDGLCDN 

Query 47 9 GKLKDALEMFKVMQKSKKDLDASHPFNGVEPDVQTYNILISGLINEGKFLEAEELYEEMP 
GKLKDALEMFK MQKSK DLDASHPFNGVEPDV TYNILI GLINEGKFLEAEELYEEMP 
Sbj Ct 477 GKLKDALEMFKAMQKSKMDLDASHPFNGVEPDVLTYNILICGLINEGKFLEAEELYEEMP 

Query 53 9 HRGIVPDTITYSSMIDGLCKQSRLDEATQMFDSMGSKSFSPNVVTFTTLINGYCKAGRVD 
HRGIVPDTITYSSMIDGLCKQSRLDEATQMF SMGSKSFSPNVVTF TLINGYCKAGRVD 
Sbj Ct 537 HRGIVPDTITYSSMIDGLCKQSRLDEATQMFVSMGSKSFSPNVVTFNTLINGYCKAGRVD 

Query 599 DGLELFCEMGRRGIVANAITYITLICGFRKVGNINGALDIFQEMISSGVYPDTITIRNML 
DGLELFCEMGRRGIVA+AI YITLI GFRKVGN INGALD I FQEMI S S GVY PDT I T I RNML 
Sbjct 5 97 DGLELFCEMGRRGIVADAI IYITLIYGFRKVGNINGALDIFQEMISSGVYPDTITIRNML 

Query 659 TGLWSKEELKRAVAMLEKLQMSM 681 

TG WSKEEL+RAVAMLE LQMS+ 
Sbjct 657 TGFWSKEELERAVAMLEDLQMSV 67 9 

• SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 

25 from Brown provisional No. 3 (60/308,736) 

o No significant similarity was found 

• SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 

26 from Brown provisional No. 3 (60/308,736) 

Score = 1368 bits (3541), Expect = 0.0 
Identities = 681/681 (100%), Positives = 681/681 (100%), Gaps = 0/681 (0%) 

Query 1 MLARVCGFKCSSSPAESAARLFCTRSIRDTLAKASGESCEAGFGGESLKLQSGFHEIKGL 60 

MLARVCGFKCSSSPAESAARLFCTRSIRDTLAKASGESCEAGFGGESLKLQSGFHEIKGL 
Sbjct 84 MLARVCGFKCSSSPAESAARLFCTRSIRDTLAKASGESCEAGFGGESLKLQSGFHEIKGL 143 
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Query 61 EDAIDLFSDMLRSRPLPSVVDFCKLMGVVVRMERPDLVISLYQKMERKQIRCDIYSFNIL 120 

EDAIDLFSDMLRSRPLPSVVDFCKLMGVVVRMERPDLVISLYQKMERKQIRCDIYSFNIL 
Sbjct 144 EDAIDLFSDMLRSRPLPSVVDFCKLMGVVVRMERPDLVISLYQKMERKQIRCDIYSFNIL 203 

Query 121 IKCFCSCSKLPFALSTFGKITKLGLHPDVVTFTTLLHGLCVEDRVSEALDFFHQMFETTC 180 

IKCFCSCSKLPFALSTFGKITKLGLHPDVVTFTTLLHGLCVEDRVSEALDFFHQMFETTC 
Sbjct 204 IKCFCSCSKLPFALSTFGKITKLGLHPDVVTFTTLLHGLCVEDRVSEALDFFHQMFETTC 263 

Query 181 RPNVVTFTTLMNGLCREGRIVEAVALLDRMMEDGLQPTQITYGTIVDGMCKKGDTVSALN 240 

RPNVVTFTTLMNGLCREGRIVEAVALLDRMMEDGLQPTQITYGTIVDGMCKKGDTVSALN 
Sbjct 2 64 RPNVVTFTTLMNGLCREGRIVEAVALLDRMMEDGLQPTQITYGTIVDGMCKKGDTVSALN 323 

Query 241 LLRKMEEVSHI IPNVVIYSAI IDSLCKDGRHSDAQNLFTEMQEKGIFPDLFTYNSMIVGF 300 

LLRKMEEVSHI IPNVVIYSAI IDSLCKDGRHSDAQNLFTEMQEKGIFPDLFTYNSMIVGF 
Sbjct 324 LLRKMEEVSHI IPNVVIYSAI IDS LCKDGRHSDAQNLFTEMQEKG I FPDLFTYNSMIVGF 383 

Query 301 CSSGRWSDAEQLLQEMLERKISPDVVTYNALINAFVKEGKFFEAEELYDEMLPRGI IPNT 360 

CSSGRWSDAEQLLQEMLERKISPDVVTYNALINAFVKEGKFFEAEELYDEMLPRGI IPNT 
Sbjct 384 CSSGRWSDAEQLLQEMLERKISPDVVTYNALINAFVKEGKFFEAEELYDEMLPRGI IPNT 443 

Query 361 ITYSSMIDGFCKQNRLDAAEHMFYLMATKGCSPNLITFNTLIDGYCGAKRIDDGMELLHE 420 

ITYSSMIDGFCKQNRLDAAEHMFYLMATKGCSPNLITFNTLIDGYCGAKRIDDGMELLHE 
Sbjct 444 ITYSSMIDGFCKQNRLDAAEHMFYLMATKGCSPNLITFNTLIDGYCGAKRIDDGMELLHE 503 

Query 421 MTETGLVADTTTYNTLIHGFYLVGDLNAALDLLQEMISSGLCPDIVTCDTLLDGLCDNGK 480 

MTETGLVADTTTYNTLIHGFYLVGDLNAALDLLQEMISSGLCPDIVTCDTLLDGLCDNGK 
Sbjct 504 MTETGLVADTTTYNTLIHGFYLVGDLNAALDLLQEMISSGLCPDIVTCDTLLDGLCDNGK 563 

Query 481 LKDALEMFKVMQKSKKDLDASHPFNGVEPDVQTYNILISGLINEGKFLEAEELYEEMPHR 54 0 

LKDALEMFKVMQKSKKDLDASHPFNGVEPDVQTYNILISGLINEGKFLEAEELYEEMPHR 
Sbjct 564 LKDALEMFKVMQKSKKDLDASHPFNGVEPDVQTYNILISGLINEGKFLEAEELYEEMPHR 623 

Query 541 GIVPDTITYSSMIDGLCKQSRLDEATQMFDSMGSKSFSPNVVTFTTLINGYCKAGRVDDG 600 

GIVPDTITYSSMIDGLCKQSRLDEATQMFDSMGSKSFSPNVVTFTTLINGYCKAGRVDDG 
Sbjct 624 GIVPDTITYSSMIDGLCKQSRLDEATQMFDSMGSKSFSPNVVTFTTLINGYCKAGRVDDG 683 

Query 601 LELFCEMGRRGIVANAITYITLICGFRKVGNINGALDIFQEMISSGVYPDTITIRNMLTG 660 

LELFCEMGRRGIVANAITYITLICGFRKVGNINGALDIFQEMISSGVYPDTITIRNMLTG 
Sbjct 684 LELFCEMGRRGIVANAITYITLICGFRKVGNINGALDIFQEMISSGVYPDTITIRNMLTG 743 

Query 6 61 LWSKEELKRAVAMLEKLQMSM 681 

LWSKEELKRAVAMLEKLQMSM 
Sbjct 744 LWSKEELKRAVAMLEKLQMSM 7 64 

• SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 
27 from Brown provisional No. 3 (60/308,736) 

Score = 974 bits (2517), Expect = 0.0 
Identities = 510/688 (74%), Positives = 568/688 (82%), Gaps = 48/688 (6%) 
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MLARVCGFKCSSSPAESAARLFCTRSIRDTLAKASGESCEAGFGGESLKLQSGFHEIKGL 60 
MLARV SSSPA SAARLFCTRSIR LAK S + E+GFGGESLKL+SGFHEIKGL 

MLARVYRSGSSSSPAVSAARLFCTRSIRHALAKKSRDG-ESGFGGESLKLRSGFHEIKGL 5 9 

EDAIDLFSDMLRSRPLPSVVDFCKLMGVVVRMERPDLVISLYQKMERKQIRCDIYSFNIL 12 0 
EDAIDLF DM+RSRPLPSV+DFCKLMGVVVRM R D+VISL++KME +++ C+ YSF IL 

EDAIDLFGDMVRSRPLPSVIDFCKLMGVVVRMGRLDVVISLHRKMEMRRVPCNAYSFTIL 119 



+KCFCSCSKLPFALSTFGKITKLG 



P VVTF+TL++GLC E RI EA+ L +M + P +T+ T+++G+C++G V A+ 
-PTVVTFSTLLHGLCVEDRISEALDLFHQMCK PNVVTFTTLMNGLCREGRVVEAVA 200 



A NL +M+E 



MI GFCSSGRWS+A+QLLQEMLERK ISPDVVTYNALINAFVKEGKFFEAEELYDEMLP 



RGI IP+TITYSSMIDGFCKQNRLDAAEHMFYLMATKGCSP++ITFNTLI GYC AKR+DD 



G++LLHEMTE GLVA+T TY TLIHGF VGDLNAA DLLQEM+SSG+CP++VTC+TLLD 



GLCDNGKLKDALEMFK MQKSK D+DASHPFNGVEPDVQTYNILISGLINEGKFLEAEEL 



YEEMPHRGIVPDTITY+S+I GLCKQSRLDEATQMFDSMGSKSFSPNVVTFTTLINGYCK 



AGRVDDGLELFCEMGRRGIVANAITYITLI GFRKVGNINGALDIFQEM++SGVYPDTIT 



IRNMLTGLWSKEELKRAVAMLE LQMS+ 
IRNMLTGLWSKEELKRAVAMLEDLQMSV 647 

• SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 
28 from Brown provisional No. 3 (60/308,736) 
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SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 

29 from Brown provisional No. 3 (60/308,736) 

o No significant similarity was found 

SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 

30 from Brown provisional No. 3 (60/308,736) 

o No significant similarity was found 

SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 

31 from Brown provisional No. 3 (60/308,736) 

o No significant similarity was found 

SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 

32 from Brown provisional No. 3 (60/308,736) 

o No significant similarity was found 

SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 

33 from Brown provisional No. 3 (60/308,736) 

o No significant similarity was found 

SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 

34 from Brown provisional No. 3 (60/308,736) 

o No significant similarity was found 

SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 

35 from Brown provisional No. 3 (60/308,736) 

o No significant similarity was found 

SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 

36 from Brown provisional No. 3 (60/308,736) 

o No significant similarity was found 

SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 

37 from Brown provisional No. 3 (60/308,736) 

o No significant similarity was found 

SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 

38 from Brown provisional No. 3 (60/308,736) 

o No significant similarity was found 

SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 

39 from Brown provisional No. 3 (60/308,736) 

o No significant similarity was found 
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SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 

40 from Brown provisional No. 3 (60/308,736) 

o No significant similarity was found 

SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 

41 from Brown provisional No. 3 (60/308,736) 

o No significant similarity was found 

SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 

42 from Brown provisional No. 3 (60/308,736) 

o No significant similarity was found 

SEQ 3 from Japanese application from January 2002 (JP 2002-020083)against PRT SEQ 

43 from Brown provisional No. 3 (60/308,736) 

o No significant similarity was found 
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